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METHODS OF DIAGNOSIS OF CANCER, COMPOSITIONS AND METHODS OF 
SCREENING FOR MODULATORS OF CANCER 

5 CROSS-REFERENCES TO RELATED APPLICATIONS 

This application claims priority to USSN 60/340,376, filed December 14, 2001 ; 
Attorney Docket Number 018S01-006400US, filed February 8, 2002; USSN 60/347,211, filed 
January 8, 2002; USSN 60/334,393, filed November 29, 2001; USSN 60/335,394, filed 
November 15, 2001; USSN 60/347,349, filed January 10, 2002; USSN 60/368,809, filed March 
10 29, 2002; USSN 60/409,450, filed September 9, 2002; USSN 60/359,077, filed February 20, 

2002; USSN 60/386,614, filed June 5, 2002; USSN 60/356,714, filed February 13, 2002; USSN 
60/397,775 filed July 22, 2002; USSN 60/332,464, filed November 21, 2001 ; USSN 
60/397,845, filed July 22, 2002; USSN 60/370,1 10, filed April 4, 2002; USSN 60/396,839, filed 
July 16, 2002; USSN 60/350,666, filed November 13, 2001; and USSN 60/372,246, filed April 
15 12, 2002; each of which is incorporated herein by reference for all purposes. The application 
also incorporates by reference PCT/US02/29560; PCT/US02/02242; and PCT/US02/17594. 

FIELD OF THE INVENTION 
The invention relates to the identification of nucleic acid and protein expression profiles 
and nucleic acids, products, and antibodies thereto that are involved in cancer and other 
20 diseases; and to the use of such expression profiles and compositions in the diagnosis, 
prognosis, and therapy of these conditions. The invention further relates to methods for 
identifying and using agents and/or targets that modulate these conditions. 

BACKGROUND OF THE INVENTION 
Cancer is a major cause of morbidity in the United States. For example, in 1996, the 
25 American Cancer Society estimated that 1,359,150 people were diagnosed with a malignant 
neoplasm and 554,740 died from one of these diseases. Cancer is responsible for 23.9 percent 
of all American deaths and is exceeded only by heart disease as a cause of mortality (33 
percent). Unfortunately, cancer mortality is increasing and sometime early in this century, 
cancer is expected to become the leading cause of mortality in the United States as it already is 
30 in Japan. 

Cancers share the charactaristic of disordered control over normal cell division, growth, 
and differentiation. Their initial clinical manifestations are extremely heterogeneous, with over 
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70 types of cancer arising in virtually every organ and tissue of the body. Moreover, some of 
those similarly classified cancer types may represent multiple different molecular diseases. 
Unfortunately, some cancers may be virtually asymptomatic until late in the disease course, 
when treatment is more difficult, and prognosis grim. 
5 Treatment for cancer typically includes surgery, chemotherapy, and/or radiation therapy. 

Although nearly 50 percent of cancer patients can be effectively treated using these methods, 
the current therapies all induce serious side effects which diminish quality of life. The 
identification of novel therapeutic targets and diagnostic markers will be important for 
improving the diagnosis, prognosis, and treatment of cancer patients. 
10 Recent advances in molecular medicine have increased the interest in tumor-specific 

antigens that could serve as targets for various immunotherapeutic or small molecule strategies. 
Antigens suitable for immunotherapeutic strategies should be highly expressed in cancer tissues, 
preferably accessible from the vasculature and at the cell surface, and ideally not expressed in 
normal adult tissues. Expression in tissues that are dispensable for life, however, may be 
15 tolerated, e.g., reproductive organs, especially those absent in one sex. Examples of antigens 
that are currently available for the detection and treatment of certain cancers include Her2/neu 
and the B-cell antigen CD20. Humanized monclonal antibodies directed to Her2/neu 
(Herceptin®/trastuzuxnab) are currently in use for the treatment of metastatic breast cancer. See 
Ross and Fletcher (1998) Stem Cells 16:413-428, Similarly, anti-CD20 monoclonal antibodies 
20 (Ritiixin®/rituximab) are used to effectively treat non-Hodgkin's lymphoma. See Maloney, et 
aL (1997) Blood 90:2188-2195; Leget and Czuczman(1998) Curr. Onin. Oncol. 10:548-551. 

The elucidation of a role for novel proteins and compounds in disease states for 
identification of therapeutic targets and diagnostic markers is valuable for improving the current 
treatment of cancer patients. Accordingly, provided herein are molecular targets for therapeutic 
25 intervention in various defined cancers. Additionally, provided herein are methods that can be 
used in diagnosis and prognosis of cancer. Further provided are methods that can be used to 
screen candidate bioactive agents for the ability to modulate cancer. 

SUMMARY OF THE INVENTION 
The present invention provides methods for determining the presence or absence of a 
30 pathological cell in a patient, the method comprising detecting a nucleic acid comprising a 
sequence at least 80% identical to a sequence as described in Tables 2A-80 in a biological 
sample from the patient, thereby determining the presence or absence of the pathological celL 

2 
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In certain embodiments of the method, the pathology is described in Table 1, including a 
cancer; the biological sample comprises isolated nucleic acids; the nucleic acids are mRNA; the 
biological sample is tissue from an organ which is affected by the pathology of Table 1, 
including a cancer; a further step is used of amplifying nucleic acids before the step of detecting 
5 the nucleic acid; the detecting is of a protein encoded by the nucleic acid; the nucleic acid 

comprises a sequence as described in Tables 2A-80; the detecting step is carried out by using a 
labeled nucleic acid probe, utilizing a biochip comprising at sequence at least 80% identical to a 
sequence as described in Tables 2A-80, or detecting a polypeptide encoded by the nucleic acid; 
or the patient is undergoing a therapeutic regimen to treat the pathology of Table 1, or is 
1 0 suspected of having the pathology or cancer. 

Compositions are also provided, e.g., an isolated nucleic acid molecule comprising a 
sequence as described in Tables 2 A-80, including, e.g., those which are labeled; an expression 
vector comprising such nucleic acid; a host cell comprising such expression vector; an isolated 
polypeptide which is encoded by such a nucleic acid molecule comprising a sequence as 
1 5 described in Tables 2A-80; or an antibody that specifically binds the polypeptide. In particular 
embodiments, the antibody is: conjugated to an effector component, is conjugated to a 
detectable label (including, e.g., a fluorescent label, a radioisotope, or a cytotoxic chemical), an 
antibody fragment, or is a humanized antibody. 

Additional methods are provided, including methods for specifically targeting a 
20 compound to a pathological cell in a patient, the method comprising administering to the patient 
an antibody, as described, thereby providing the targetting. Others include, e.g., methods for 
determining the presence or absence of a pathological cell in a patient, the methods comprising 
contacting a biological sample with an antibody, as described. In more particular methods, the 
antibody is: conjugated to an effector component, or to a fluorescent label; or the biological 
25 sample is a blood, serum, urine, or stool sample. 

Further methods include those for identifying a compound that modulates a pathology- 
associated polypeptide, the method comprising steps of: contacting the compound with a 
pathology-associated polypeptide, the polypeptide encoded by a polynucleotide that selectively 
hybridizes to a sequence at least 80% identical to a sequence as described in Tables 2A-80; and 
30 determining the functional effect of the compound upon the polypeptide. Another drug 

screening assay method comprises steps of: administering a test compound to a mammal having 
a pathology of Table 1 or a cell isolated therefrom; and comparing the level of gene expression 
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of a polynucleotide that selectively hybridizes to a sequence at least 80% identical to a sequence 
as described in Tables 2A-80 in a treated cell or mammal with the level of gene expression of 
the polynucleotide in a control cell or mammal,, wherein a test compound that modulates the 
level of expression of the polynucleotide is a candidate for the treatment of the pathology. 
5 DETAILED DESCRIPTION OF THE INVENTION 

In accordance with the objects outlined above, the present invention provides novel 
methods for diagnosis and prognosis evaluation for various disorders, e.g., angiogenesis, 
fibrosis, and various defined forms of cancer, including metastatic cancer, as well as methods 
for screening for compositions which modulate such conditions. Also provided are methods for 

10 treating such disorders or cancers. See, e.g., American Society of Clinical Oncology (ed. 2001) 
ASCO Curriculum: Symptom Management Kendall/Hunt ISBN: 0787277851; Bonadonna, et 
al. (2001) Textbook of Breast Cancer (2d ed) Dunitz Martin, ISBN: 1853 178241 ; Devita and 
Hellraan (eds* 2001) Cancer Principles and Practice of Oncology (2 vols-), Lippincott Williams, 
ISBN: 0781723876; Howell, et al. (2001) Breast Cancer Isis Medical Media, ISBN: 

15 1901 865584; Kaye and Laws (2001) Brain Tumours: An Encyclopedic Approach (2d ecL) 

Churchill Livingstone, ISBN: 0443064261; Mahm, et al. (2001) The Melanocytic Proliferation: 
A Comprehensive Textbook of Pigmented Lesions Wiley-Liss, ISBN: 0471252719; 
Montgomery and Aaron (2001) Clinical Pathology of Soft-Tissue Tumors Marcel Dekker, 
ISBN: 0824702905; Petrovich, et aL (eds. 2001) Combined Modality of Central Nervous 

20 System Tumors (Medical Radiology) Springer Verlag, ISBN: 3540660534; Rosen (2001) 
Rosen's Breast Pathology Lippincott Williams and Wilkins, ISBN: 0781723795; Shah, et al. 
(2001) Oral Cancer Isis Medical Media, ISBN: 1S9906687X; Weiss and Goldblum (2001) 
Bnzinger and Weiss's Soft Tissue Tumors (4th ed) Mosby, ISBN: 0323012000; Abeloff, et aL 
(eds. 2000) Clinical Oncology (2d ed.) Churchill Livingstone, ISBN: 044307545X; American 

25 Society of Clinical Oncology (ed. 2000) Cancer Genetics and Cancer Predisposition Testing 
Kendall/Hunt, ISBN: 0787276154; Fletcher (2000) Diagnostic Histopatbology of Tumors (2 
vols. 2d ed.) Churchill Livingstone, ISBN: 0443079927; Vogelzang (ed. 2000) Comprehensive 
Textbook of Genitourinary Oncology (2d ed.) Lippincott Williams and Wilkins, ISBN: 
0683306456; Holland, et al. (eds. 2000) Holland-Frei Cancer Medicine (Book with CD-ROM 

30 5th ed) Decker, ISBN: 1550091131; Turrisi, et al. (2000) Lung Cancer Isis Medical Media, 
ISBN: 1901865428; Bartolozzi and Lencioni (eds. 1999) Liver Malignancies: Diagnostic and 
Interventional Radiology (Medical Radiology) Springer Verlag, ISBN: 3540647562; Gasparini 
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(ed. 1999) Prognostic Variables in Node-Neeative and Node-Positive Breast Cancer Kluwer, 
ISBN: 0792384474; Hansen (ed. 1999) The LASLC Textbook of Lung Cancen Intemational 
Association for the Study of Lung Cancer Dunitz Martin, ISBN: 1853177083; Raghavan, et al. 
(eds. 1999) Textbook of Uncommon Cancer (2nd ed.) Wiley, ISBN: 0471929212; Thawley, et 
5 al. (eds. 1999) Comprehensive Management of Head and Neck Tumors (2 vols.) Saunders, 
ISBN: 0721655823; Whittaker and Holmes (eds. 1999) Leukemia and Related Disorders (3d 
ed.) Blackwell Science, ISBN: 0865426074; Aapro (ed. 1998) OncoMedia: Medical Oncology 
(CD-ROM) Elsevier Science, ISBN: 0080427480; Abeloff (1998) Clinical Oncology (Library 
Version 2 CD-ROM Individual Version 2.0 Windows and Macintosh) Har court Brace, ISBN: 
10 0443075557; Benson (ed. 1998) Gastrointestinal Oncology (Cancer Treatment and Research, 
CTAR 98) Kluwer, ISBN: 0792382056; Brambilla and Brambilla (eds. 1998) Lung Tumors: 
Fundamental Biology and Clinical Management (Vol 124) Marcel Dekker, ISBN: 0824701607; 
Canellos, et al. (eds. 1998) The Lymphomas Saunders, ISBN: 0721650309; Greenspan and 
Remagen (1998) Differential Diagnosis of Tumors and Tumor-Like Lesions of Bones and Joints 
15 Lippincott Williams and Wilkins Publishers, ISBN: 0397517106; Hiddemann (ed. 1998) Acute 
Leukemias VH: Experimental Approaches and Novel Therapies (Haematologie Und 
Bluttransfusion, Vol 39), Springer Verlag, ISBN: 3540635041 ; Husband and Reznek (1998) 
Imaging in Oncology (2 vols.) Mosby, ISBN: 1899066489; Leibel and Phillips (eds. 1998) 
Textbook of Radiation Oncology Saunders, ISBN: 0721653367; Maloney and Miller (eds. 
20 1998) Cutaneous Oncology: Pathophysiology. Diagnosis, and Management Blackwell Science, 
ISBN: 0865425 175; Mittal, et al. (eds. 1998) Advances in Radiation Therapy Kluwe, ISBN: 
0792399811; Oldham (ed. 1998) Principles of Cancer Biotherapv (3d ed.) Kluwer, ISBN": 
0792335074; Ozols (ed. 1998) Gynecologic Oncology Kluwer. ISBN: 0792380703; Parkin, et 
al. (eds. 1998) Cancer Incidence in Five Continents (larc Scientific Publications, No 143) 
25 Oxford University Press, ISBN: 9283221435; Perez and Brady (eds. 1998) Principles and 

Practice of Radiation Oncology lippincott Williams and Wilkins, ISBN: 0397584164; Black, et 
al. (eds. 1997) Cancer of the Nervous System Blackwell Science, ISBN: 0865423849; 
Bonadonna, et al. (1997) Textbook of Breast Cs mc.er-. A Clini cal Guide to Therapy Blackwell 
Science, ISBN: 1853 173487; Pollock (ed. 1997) Surgical Oncology Kluwer, ISBN: 
30 0792399005; Sheaves, et al. (eds. 1997) Clinical Endocrine Oncology Blackwell Science, 

ISBN: 086542862X; Vahrson (1997) Radiation Oncology of Gynecological Cancers Springer 
Verlag, ISBN: 0387567682; Walterhouse and Conn (eds. 1997 ) Diagnostic and Therapeutic 
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Advances in Pediatric Oncology Kluwer, ISBN: 0792399781; Aisner (ed. 1996) Comprehensive 
Textbook of Thoracic Oncology Lippincott, Williams and Wilkins, ISBN: 0683000624; 
Bertino, et aL (eds. 1996) Encyclopedia of Cancer (3 vols,) Academic, ISBN: 012093230X; 
Cavalli, et aL (1996) Textbook of Medical Oncology Dunitz Martin, ISBN: 1853172901; 
Peckham, et aL (eds, 1995) Oxford Textbook of Oncology (2-Vols.) Oxford University Press, 
ISBN: 0192616854; and Freireich and Kantarjian (eds. 1996) Molecular Genetics and Therapy 
ofLeukemia (Cancer Treatment and Research, V. 84) Kluwer, ISBN: 0792339126. 

In particular, identification of markers selectively expressed on defined cancers allows 
for use of that expression in diagnostic, prognostic, or therapeutic methods. As such, the 
invention defines various compositions, e.g., nucleic acids, polypeptides, antibodies, and small 
molecule agonists/antagonists, which will be useful to selectively identify those markers. For 
example, therapeutic methods may take Hie form of protein therapeutics which use the marker 
expression for selective localization or modulation of function (for those markers which have a 
causative disease effect), for vaccines, identification of binding partners, or antagonism, e.g., 
using antisense or RNAi. The markers may be useful for molecular characterization of subsets 
of the diseases, e.g., as provided in Table 1, which subsets may actually require very different 
treatments. Moreover, the markers may also be important in related diseases to the specific 
disorders and cancers, e.g., which affect similar tissues in non-malignant diseases, or have 
similar mechanisms of induction/maintenance. Metastatic processes or characteristics may also 
be targeted. Diagnostic and prognostic uses are made available, e.g., to subset related but 
distinct diseases, or to determine treatment strategy. The detection methods may be based upon 
nucleic acid, e.g., PGR or hybridization techniques, or protein, e.g., ELISA, imaging, IHC, etc. 
The diagnosis may be qualitative or quantitative, and may detect increases or decreases in 
expression levels. 

Tables 2B-76B provide unigene cluster identification numbers for the nucleotide 
sequence of genes that exhibit increased or decreased expression in diseased samples (see 
Tables 1-3), particularly sequences involved in angiogenesis, arthritis, prostate cancer, breast 
cancer, colorectal cancer, cervical cancer, bladder cancer, head and neck cancer, esophageal 
cancer, lung cancer, ovarian cancer, pancreatic cancer, renal cancer, stomach cancer, skin 
cancer, testicular cancer, uterine cancer, glioblastoma, Ewing sarcoma, soft tissue sarcoma, and 
lung fibrosis. Tables 2A-80 also provide an exemplar accession number that provides a 
nucleotide sequence that is part of the unigene cluster. 

6 
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Definitions 

The term "cancer protein" or "cancer polynucleotide" or "cancer-associated transcript" 
refers to nucleic acid and polypeptide polymorphic variants, alleles, mutants, and interspecies 
homologues that: (1) have a nucleotide sequence that has greater than about 60% nucleotide 
5 sequence identity, 65%, 70%, 75%, 80%, 85%, 90%, preferably about 92%, 94%, 96%, 97%, 
98%, or 99% or greater nucleotide sequence identity, preferably over a region of over a region 
of at least about 25, 50, 100, 200, 500, 1000, or more nucleotides, to a nucleotide sequence of or 
associated with a gene of Tables 1-80; (2) bind to antibodies, e.g., polyclonal antibodies, raised 
against an immunogen comprising an amino acid sequence encoded by a nucleotide sequence of 

10 or associated with a gene of Tables 1-80, and conservatively modified variants thereof; (3) 

specifically hybridize under stringent hybridization conditions to a nucleic acid sequence, or the 
complement thereof of Tables 1-80 and conservatively modified variants thereof; or (4) have an 
amino acid sequence that has greater than about 66% amino acid sequence identity, 65%, 70%, 
75%, 80%, 85%, preferably 90%, 91%, 93%, 95%, 97%, 98%, or 99% or greater amino 

15 sequence identity, preferably over a region of over aregion of at least about 25, 50, 100, 200, 
500, 1000, or more amino acids, to an amino acid sequence encoded by a nucleotide sequence 
of or associated with a gene of Tables 1-80. A polynucleotide or polypeptide sequence is 
typically from a mammal including, but not limited to, primate, e_g., human; rodent, e.g., rat, 
mouse, hamster; cow, pig, horse, sheep, or other mammal, A "cancer polypeptide" and a 

20 "cancer polynucleotide," include both naturally occurring or recombinant forms. 

A "full length" cancer protein or nucleic acid refers to a cancer polypeptide or 
polynucleotide sequence, or a variant thereof that contains elements normally contained "in one 
or more naturally occurring, wild type cancer polynucleotide or polypeptide sequences. The 
"full length" may be prior to, or after, various stages of post-franslational processing or splicing, 

25 including alternative splicing. 

"Biological sample" as used herein is a sample of biological tissue or fluid that contains 
nucleic acids or polypeptides, e.g., of a cancer protein, polynucleotide, or transcript Such 
samples include, but are not limited to, tissue isolated from primates, e.g., humans, or rodents, 
e.g., mice, and rats. Biological samples may also include sections of tissues such as biopsy and 

30 autopsy samples, frozen sections taken for histologic purposes, archival samples, blood, plasma, 
serum, sputum, stool, tears, mucus, hair, skin, etc. Biological samples also include explants and 
primary and/or transformed cell cultures derived from patient tissues. A biological sample is 
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typically obtained from a eukaryotic organism, most preferably a mammal such as a primate, 
e.g., chimpanzee or human; cow; dog; cat; a rodent, e.g., guinea pig, rat, mouse; rabbit; or a 
bird; reptile; or fish. Livestock and domestic animals are of interest. 

"Providing a biological sample" means to obtain a biological sample for use in methods 
described in this invention. Most often, this will be done by removing a sample of cells from an 
animal, but can also be accomplished by using previously isolated cells (e.g., isolated by 
another person, at another time, and/or for another purpose), or by performing the methods of 
the invention in vivo. Archival tissues or materials, having treatment or outcome history, will 
be particularly useful. 

The terms "identical" or percent "identity," in the context of two or more nucleic acids or 
polypeptide sequences, refer to two or more sequences or subsequences that are the same or 
have a specified percentage of amino acid residues or nucleotides that are the same (e.g., about 
70% identity, preferably 75%, 80%, 85%, 90%, 91%, 93%, 95%, 97%, 98%, 99%, or higher 
identity over a specified region, when compared and aligned for maximum correspondence over 
a comparison window or designated region) as measured using, e.g., a BLAST or BLAST 2,0 
sequence comparison algorithms with default parameters described below, or by manual 
alignment and visual inspection (see, e.g., NCBI web site http://www,ncbi.nlm.mh.gov/BLAST/ 
or the like). Such sequences are then said to be "substantially identical." This definition also 
refers to, or may be applied to, the complement of a test sequence. The definition also includes 
sequences that have deletions and/or insertions, substitutions, and naturally occurring, e.g., 
polymorphic or allelic variants, and man-made variants. As described below, the preferred 
algorithms can account for gaps and the like. Preferably, identity exists over a region that is at 
least about 25 amino acids or nucleotides in length, or more preferably over a region that is 
about 50-100 amino acids or nucleotides in length. 

For sequence comparison, typically one sequence acts as a reference sequence, to which 
test sequences are compared. When using a sequence comparison algorithm, test and reference 
sequences are entered into a computer, subsequence coordinates are designated, if necessary, 
and sequence algorithm program parameters are designated Preferably, default program 
parameters can be used, or alternative parameters can be designated. The sequence comparison 
algorithm then calculates the percent sequence identities for the test sequences relative to the 
reference sequence, based on the program parameters. 
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A "comparison window", as used herein, includes reference to a segment of contiguous 
positions selected from the group consisting typically of from about 20 to 600, usually about 50 
to 200, more usually about 100 to 150, in which a sequence may be compared to a reference 
sequence of the same number of contiguous positions after the two sequences are optimally 
5 aligned. Methods of alignment of sequences for comparison are well-known. Optimal 

alignment of sequences for comparison can be conducted, e.g., by the local homology algorithm 
of Smith and Waterman (1981) Adv. AppL Math. 2:482-489, by the homology alignment 
algorithm of Needleman and Wunsch (1970) J. Mol. Biol. 48:443-453, by the search for 
similarity method of Pearson and Lipman (1988) Pioc. Natl. Acad. Sci. USA 85:2444-2448, by 

10 computerized implementations of these algorithms (GAP, BESTFIT, FASTA, and TFASTA in 
the Wisconsin Genetics Software Package, Genetics Computer Group, 575 Science Dr., 
Madison, WI), or by manual alignment and visual inspection (see, e.g., Ausubel, et aL (eds. 
1995 and supplements) Current Protocols in Molecular Biology Wiley). 

Preferred examples of algorithms that are suitable for determining percent sequence 

1 5 identity and sequence similarity include the BLAST and BLAST 2.0 algorithms, which are 

described in Altschul, et al. (1977) Nuc. Acids Res. 25:3389-3402 and Altschul, et aL (1990) i 
Mol. Biol. 215:403-410. BLAST and BLAST 2.0 are used, with the parameters described 
herein, to determine percent sequence identity for the nucleic acids and proteins of the 
invention. Software for performing BLAST analyses is publicly available through the National 

20 Center for Biotechnology Information (http://www.ncbi.nlm.nih.gov/). This algorithm involves 
first identifying high scoring sequence pairs (HSPs) by identifying short words of length W in 
the query sequence, which either match or satisfy some positive-valued threshold score T when 
aligned with a word of the same length in a database sequence. T is referred to as the 
neighborhood word score threshold (Altschul, et aL B supra). These initial neighborhood word 

25 hits act as seeds for initiating searches to find longer HSPs containing them. The word hits are 
extended in both directions along each sequence for as far as the cumulative alignment score 
can be increased. Cumulative scores are calculated using, e.g., for nucleotide sequences, the 
parameters M (reward score for a pair of matching residues; always > 0) and N (penalty score 
for mismatching residues; always < 0). For amino acid sequences, a scoring matrix is used to 

30 calculate the cumulative score. Extension of the word hits in each direction are halted when: the 
cumulative alignment score falls offby the quantity X from its maximum achieved value; the 
* cumulative score goes to zero or below, due to the accumulation of one or more negative- 
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scoring residue alignments; or the end of either sequence is reached. The BLAST algorithm 
parameters W, T, and X determine the sensitivity and speed of the alignment The BLASTN 
program (for nucleotide sequences) uses as defaults a wordlength (W) of 1 1, an expectation (E) 
of 10, M=5, N=-4 and a comparison of both strands. For amino acid sequences, the BLASTP 
5 program uses as defaults a wordlength of 3, and expectation (E) of 1 0, and the BLOSUM62 
scoring matrix (see Henikoff and Henikoff (1992) Proc. Natl. Acad. Sci. TTSA RQ-1 noi S-oi O) 
alignments (B) of 50, expectation (E) of 10, M=5, N--4, and a comparison of both strands. 

The BLAST algorithm also performs a statistical analysis of the similarity between two 
sequences. See, e.g., Karlin and Altschul (1 993) Proc. Nat'l. Acad. Sci. USA 90:5873-5787. 

10 One measure of similarity provided by the BLAST algorithm is the smallest sum probability 
(P(N))> which provides an indication of the probability by which a match between two 
nucleotide or amino acid sequences would occur by chance. For example, a nucleic acid is 
considered similar to a reference sequence if the smallest sum probability in a comparison of the 
test nucleic acid to the reference nucleic acid is less than about 0.2, more preferably less than 

15 about 0.01, and most preferably less than about 0.001 . Log values may be negative large 
numbers, e.g., 5, 10, 20, 30, 40, 40, 70, 90, 110, 150, 170, etc. 

An indication that two nucleic acid sequences are substantially identical is that the 
polypeptide encoded by the first nucleic acid is immunologically cross reactive with the 
antibodies raised against the polypeptide encoded by the second nucleic acid. Thus, a 

20 polypeptide is typically substantially identical to a second polypeptide, e.g, where the two 
peptides differ only by conservative substitutions. Another indication that two nucleic acid 
sequences are substantially identical is that the two molecules or their complements hybridize to 
each other under stringent conditions. Yet another indication that two nucleic acid sequences 
are substantially identical is that the same primers can be used to amplify the sequences. 

25 A "host cell" is a naturally occnnxing cell or a transformed cell that contains an 

expression vector and supports the replication or expression of the expression vector. Host cells 
may be cultured cells, explants, cells in vivo, and the like. Host cells may be prokaryotic cells 
such as E. coli, or eukaryotic cells such as yeast, insect, amphibian, or mammalian cells such as 
CHO, HeLa, and the like (see, e.g., the American Type Culture Collection catalog or web site, 

30 www.atcc.org). 

The terms "isolated," "purified," or "biologically pure" refer to material that is 
substantially or essentially free from components that normally accompany it as found in its 

10 
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native state. Purity and homogeneity are typically determined using analytical chemistry 
techniques such as polyacrylamide gel electrophoresis or high performance liquid 
chromatography, A protein or nucleic acid that is the predominant species present in a 
preparation is substantially purified. In particular, an isolated nucleic acid is separated from 
5 some open reading frames that naturally flank the gene and encode proteins other than protein 
encoded by the gene. The term "purified" in some embodiments denotes that a nucleic acid or 
protein gives rise to essentially one band in an electrophoretic gel_ Preferably, it means that the 
nucleic acid or protein is at least about 85% pure, more preferably at least 95% pure, and most 
preferably at least 99% pure. "Purify" or "purification" in other embodiments means removing 
10 at least one contaminant or component from the composition to be purified. In this sense, 
purification does not require that the purified compound be homogeneous, e.g., 100% pure. 

The terms "polypeptide," "peptide," and "protein" are used interchangeably herein to 
refer to a polymer of amino acid residues. The terms apply to amino acid polymers in which 
one or more amino acid residue is an artificial chemical mimetic of a corresponding naturally 
15 occurring amino acid, as well as to naturally occurring amino acid polymers, those containing 
modified residues, and non-naturally occurring amino acid polymers. 

The term "amino acid" refers to naturally occurring and synthetic amino acids, as well as 
amino acid analogs and amino acid mimetics that function similarly to the naturally occurring 
amino acids. Naturally occurring amino acids are those encoded by the genetic code, as well as 
20 those amino acids that are later modified, e.g., hydroxyproline, Y-carboxyglutamate, and O- 
phosphoserine. Amino acid analogs refers to compounds that have the same basic chemical 
structure as a naturally occurring amino acid, e.g., an a carbon that is bound to a hydrogen, a 
carboxyl group, an amino group, and an R group, e.g., homoserine, norleucine, methionine 
sulfoxide, methionine methyl sulfonium. Such analogs may have modified R groups (e.g., 
25 norleucine) or modified peptide backbones, but retain somebasic chemical structure as a 

naturally occurring amino acid, Amino acid mimetic refers to a chemical compound that has a 
structure that is different from the general chemical structure of an amino acid, but that 
functions similarly to another amino acid 

Amino acids may be referred to herein by either their commonly known three letter 
30 symbols or by the one-letter symbols recommended by the IUPAC-IUB Biochemical 

Nomenclature Commission. Nucleotides, likewise, may be referred to by their commonly 
accepted single-letter codes. 

11 
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"Conservatively modified variant" applies to both amino acid and nucleic acid 
sequences. With respect to particular nucleic acid sequences, conservatively modified variants 
refers to those nucleic acids which encode identical or essentially identical amino acid 
sequences, or where the nucleic acid does not encode an amino acid sequence, to essentially 
5 identical or associated, e.g., naturally contiguous, sequences. Because of the degeneracy of the 
genetic code, a large number of functionally identical nucleic acids encode most proteins. For 
instance, the codons GCA, GCC, GCG, and GCU each encode the amino acid alanine. Thus, at 
each position where an alanine is specified by a codon, the codon can be altered to another of 
the corresponding codons described without altering the encoded polypeptide. Such nucleic 

10 acid variations are "silent variations," which are one species of conservatively modified 
variations. Every nucleic acid sequence herein which encodes a polypeptide also describes 
silent variations of the nucleic acid. In certain contexts each codon in a nucleic acid (except 
AUG, which is ordinarily the only codon for me&ionine, and TGG, which is ordinarily the only 
codon for tryptophan) can be modified to yield a functionally similar molecule. Accordingly, a 

1 5 silent variation of a nucleic acid which encodes a polypeptide is implicit in a described 

sequence with respect to the expression product, but not necessarily with respect to actual probe 
sequences. 

As to amino acid sequences, one of skill will recognize that individual substitutions, 
deletions, or additions to a nucleic acid, peptide, polypeptide, or protein sequence which alters, 

20 adds, or deletes a single amino acid or a small percentage of amino acids in the encoded 

sequence is a "conservatively modified variant" where the alteration results in the substitution of 
an amino acid with a chemically similar amino acid. Conservative substitution tables providing 
functionally similar amino acids are well known. Such conservatively modified variants are in 
addition to and do not exclude polymorphic variants, interspecies homologs, and alleles of the 

25 invention. Typically conservative substitutions include for one another: 1) Alanine (A), Glycine 
(G); 2) Aspartic acid (D), Glutamic acid (E); 3) Asparagine (N), Glutamtne (Q); 4) Arginine 
(R), Lysine (K); 5) Isoleucine (I), Leucine (L), Methionine (M), Valine (V); 6) Phenylalanine 
(F), Tyrosine (Y), Tryptophan (W); 7) Serine (S), Threonine (T); and 8) Cysteine (C), 
Methionine <M) (see, e.g., Creighton (1984) Proteins: Structure and Molecular Pronerfies 

30 Freeman). 

Macromolecular structures such as polypeptide structures can be described in terms of 
various levels of organization. For a general discussion of this organization, see, e.g., Alberts, 
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et al. (eds. 2001) Molecular Biology of the Cell (4th ecL) Garland; and Cantor and Schimmel 
(1980) Biophysical Chemistry Part I: The Conformation of Biological Macromolecules 
Freeman, "Primary structure" refers to the amino acid sequence of a particular peptide, 
"Secondary structure" refers to locally ordered, three dimensional structures within a 
polypeptide- These structures are commonly known as domains. Domains are portions of a 
polypeptide that often form a compact unit of the polypeptide and are typically 25 to 
approximately 500 amino acids long. Typical domains are made up of sections of lesser 
organization such as stretches of P-sheet and oc-helices. "Tertiary structure" refers to the 
complete three dimensional structure of a polypeptide monomer. "Quaternary structure" refers 
to the three dimensional structure formed, usually by the noncovalent association of 
independent tertiary units. Anisotropic terms are also known as energy terms. 

"Nucleic acid" or "oligonucleotide" or "polynucleotide" or grammatical equivalents used 
herein means at least two nucleotides covalently linked together. Oligonucleotides are typically 
from about 5, 6, 7, 8, 9, 10, 12, 15, 25, 30, 40, 50, or more nucleotides in length, up to about 
100 nucleotides in length. Nucleic acids and polynucleotides are a polymers of any length, 
including longer lengths, e.g., 200, 300, 500, 1000, 2000, 3000, 5000, 7000, 10,000, etc. A 
nucleic acid of the present invention will generally contain phosphodiester bonds, although in 
some cases, nucleic acid analogs are included that may have at least one different linkahge, e.g., 
phosphoramidate, phosphorothioate, phosphorodithioate, or O-methylphophoroamidite linkages 
(see Eckstein (1992) Oligonucleotides and Analogues: A Practical Approach Oxford Univ. 
Press); and peptide nucleic acid backbones and linkages. Other analog nucleic acids include 
those with positive backbones; non-ionic backbones, and non-ribose backbones, including those 
described in U.S. Patent Nos. 5,235,033 and 5,034,506, and Chapters 6 and 7 of Sanghvi and 
Cook (eds. 1994) Carbohydrate Modifications in Antisense Research ACS Symposium Series 
580. Nucleic acids containing one or more carbocyclic sugars are also included within one 
definition of nucleic acids. Modifications of the ribose-phosphate backbone may be done for a 
variety of reasons, e*g., to increase the stability and half-life of such molecules in physiological 
environments or as probes on a biochip. Mixtures of naturally occurring nucleic acids and 
analogs can be made; alternatively, mixtures of different nucleic acid analogs, and mixtures of 
naturally occurring nucleic acids and analogs may be made. 

A variety of references disclose such nucleic acid analogs, including, e.g., 
phosphoramidate (Beaucage, et al. (1993) Tetrahedron 49:1925-1963 and references therein; 
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Letsinger (1970) L Org. Chem. 35:3800-3803; Sprinzl, et aL (1977) Eur. J. Biochem. 81:579- 
589; Letsinger, et aL (1986) Nucl. Acids Res. 14:3487-499; Sawai, et aL (1984) Chem, Lett. 
805, Letsinger, et aL (1988) J. Am, Chem. Soc. 1 10:4470-4471; and Pauwels, et aL (1986) 
Chemica Scripta 26:141-149), phosphorothioate (Mag, et aL ( 1 99 1 ) Nucleic Acids Res. 
5 19:1437-441; and U.S. Patent No. 5,644,048), phosphorodithioate (Brill, et al. (1989) J.Am. 
Chem. Soc. 11 1:2321-2322), O-methylphophoroamidite linkages (see Eckstein (1992) 
Oligonucleotides and Analogues: A Practical Approach. Oxford Univ. Press), and peptide 
nucleic acid backbones and linkages (see Egholm (1992) L Am. Chem. Soc. 114:1895-1897; 
Meier, et aL (1992) Chem. Int. Ed. Engl. 31 :1008-1010; Nielsen (1993) Nature 365:566-568; 

10 Carlsson, et al. (1996) Nature 380:207, all of which are incorporated by reference). Other 
analog nucleic acids include those with positive backbones (Denpcy, et al. (1995) Proc. NatL 
Acad. Sci. USA 92:6097-101; non-ionic backbones (U.S. Patent Nos. 5,386,023, 5,637,684, 
5,602,240, 5,216,141, and 4,469,863; Kiedrowski, et al. (1991) Angew. Chem. ML Ed. Eng lish 
30:423-426; Letsinger, et aL (1988) J. Am. Chem, Soc. 110:4470-4471; Letsinger, et aL (1994) 

15 Nucleoside and Nucleotide 13: 1597; Chapters 2 and 3 in Sanghvi and Cook (eds. 1994) 

Carbohydrate Modifications in Antisense Research ACS Symposium Series 580; Mesmaeker, et 
aL (1994) Bioorganic and Medicinal Chem. Lett. 4:395-398; Jeffs, et aL (1994) J. Biomolecular 
NMR 34:17; Horn, et aL (1996) Tetrahedron Lett. 37:743) and non-ribose backbones, including 
those described in U.S. Patent Nos. 5,235,033 and 5,034,506, and Chapters 6 and 7 in Sanghvi 

20 and Cook (eds. 1994) Carbohydrate Modifications in Antisense Research ACS Symposium 
Series 580. Nucleic acids containing one or more carbocyclic sugars are also included within 
one definition of nucleic acids (see Jenkins, et al. (1995) Chem. Soc. Rev, pp 169-176). Several 
nucleic acid analogs are described in Rawls (page 35, June 2, 1997) C&E News . 

Particularly preferred are peptide nucleic acids (PNA) which includes peptide nucleic 

25 acid analogs. These backbones are substantially non-ionic under neutral conditions, in contrast 
to the highly charged phosphodiester backbone of naturally occurring nucleic acids. This 
results in at least two advantages. The PNA backbone exhibits improved hybridization kinetics. 
PNAs have larger changes in the melting temperature (TW) for mismatched versus perfectly 
matched basepatrs. DNA and RNA typically exhibit a 2-4° C drop in T m for an internal 

30 mismatch. With the non-ionic PNA backbone, the drop is closer to 7-9° C. Similarly, due to 
their non-ionic nature, hybridization of the bases attached to these backbones is relatively 
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insensitive to salt concentration. In addition, PNAs are not degraded by cellular enzymes, and 
thus can be more stable. 

The nucleic acids may be single stranded or double stranded, as specified, or contain 
portions of both double stranded or single stranded sequence. The depiction of a single strand 
5 also defines the sequence of the complementary strand; thus the sequences described herein also 
provide the complement of the sequence. The nucleic acid may be DNA, both genomic and 
cDNA, RHA, or a hybrid, where the nucleic acid may contain combinations of deoxyribo- and 
ribo-nucleotides, and combinations of bases, including uracil, adenine, thymine, cytosine, 
guanine, inosine, xanthine hypoxanthine, isocytosine, isoguanine, etc. "Transcript" typically 
10 refers to a naturally occurring RNA, e.g., a pre-mRNA, hnRNA, or mRNA, As used herein, the 
term "nucleoside" includes nucleotides and nucleoside and nucleotide analogs, and modified 
nucleosides such as amino modified nucleosides. In addition, "nucleoside" includes non- 
naturally occurring analog structures. Thus, e.g., the individual units of a peptide nucleic acid, 
each containing a base, are referred to herein as a nucleoside. 
15 A "label" or a "detectable moiety" is a composition detectable by spectroscopic, 

photochemical, biochemical, immunochemical, physiological, chemical, or other physical 
means. In general, labels fall into three classes: a) isotopic labels, which may be radioactive or 
heavy isotopes; b) immune labels, which may be antibodies, antigens, or epitope tags; and c) 
colored or fluorescent dyes. The labels may be incorporated into the cancer nucleic acids, 
20 proteins, and antibodies. For example, the label should be capable of producing, either directly 
or indirectly, a detectable signal. The detectable moiety may be a radioisotope, such as ^H, 
14c, 32p^ 35s ? or 125^ electron-dense reagents, a fluorescent or chemiluminescent compound, 
such as fluorescein isothiocyanate, rhodamine, or luciferin, or an enzyme (e.g., as commonly 
used in an ELIS A), biotin, digoxigenin, or haptens and proteins or other entities which can be 
25 made detectable such as alkaline phosphatase, beta-galactosidase, or horseradish peroxidase. 
Methods are known for conjugating the antibody to the label. See, e.g., Hunter, et al. (1962) 
Nature 144:945; David, et al. (1974) Biochemistry 13:1014-1021; Pain, et al. (1981) J. 
Immunol. Meth. 40:219-230; and Nygren (1982) J, Histochem. and Cvtochem. 30:407-412. 

An "effector" or "effector moiety" or "effector component" is a molecule that is bound 
30 (or linked, or conjugated), either covalently, through a linker or a chemical bond, or 

noncovalently, through ionic, van der Waals, electrostatic, or hydrogen bonds, to an antibody. 
The "effector" can be a variety of molecules including, e.g., detection moieties including 
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radioactive compounds, fluorescent compounds, enzymes or substrates, tags such as epitope 
tags, toxins; activatable moieties, chemotherapeutic agents; lipases; antibiotics; chemoattracting 
moieties, immune modulators (micA/B), or radioisotopes, e.g., emitting "hard" beta, radiation. 

A "labeled nucleic acid probe or oligonucleotide" is one that is bound, e.g., covalently, 
through a linker or a chemical bond, or noncovalently, through ionic, van der Waals, 
electrostatic, or hydrogen bonds to a label such that the presence of the probe may be detected 
by detecting the presence of the label bound to the probe. Alternatively, methods using high 
affinity interactions may achieve the same results where one of a pair of binding partners binds 
to the other, e.g., biotin, streptavidin. 

As used herein a "nucleic acid probe or oligonucleotide" is a nucleic acid capable of 
binding to a target nucleic acid of complementary sequence through one or more types of 
chemical bonds, usually through complementary base pairing, e.g., through hydrogen bond 
formation. As used herein, a probe may include natural (e.g., A, G, C, or T) or modified bases 
(7-deazaguanosine, inosine, etc.). In addition, the bases in a probe may be joined by a linkage 
other than a phosphodiester bond, preferably one that does not ftmctionally interfere with 
hybridization. Thus, e.g., probes may be peptide nucleic acids in which the constituent bases 
are joined by peptide bonds rather than phosphodiester linkages. Probes may bind target 
sequences lacking complete complementarity with the probe sequence depending upon the 
stringency of the hybridization conditions. The probes are preferably directly labeled, e.g., with 
isotopes, chromophobes, lumiphores, chromogens, or indirectly labeled, e.g., with biotin to 
which a streptavidin complex may later bind. By assaying for the presence or absence of the 
probe, one can detect the presence or absence of the select sequence or subsequence. Diagnosis 
or prognosis may be based at the genomic level, or at the level of KNA or protein expression. 

The term "recombinant" when used with reference, e.g., to a cell, or nucleic acid, 
protein, or vector, indicates that the cell, nucleic acid, protein, or vector, has been modified by 
the introduction of a heterologous nucleic acid or protein or the alteration of a native nucleic 
acid or protein, or that the cell is derived from a cell so modified. Thus, e.g., recombinant cells 
express genes that are not found within the native (non-recombinant) form of the cell or express 
native genes that are otherwise abnormally expressed, under expressed, or not expressed at all. 
By the term "recombinant nucleic acid" herein is meant nucleic acid, originally formed in vitro, 
in general, by the manipulation of nucleic acid, e.g., using polymerases and ehdonucleases, in a 
form not normally found in nature. In this manner, operably linkage of different sequences is 
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achieved. Thus an isolated nucleic acid, in a linear form, or an expression vector formed in 
vitro by ligating DNA molecules that are not normally joined, are both considered recombinant 
for the purposes of this invention. It is understood that once a recombinant nucleic acid is made 
and reintroduced into a host cell or organism, it will replicate non-recombinantly, e.g., using the 
in vivo cellular machinery of the host cell rather than in vitro manipulations; however, such 
nucleic acids, once produced recombinantly, although subsequently replicated non- 
recombinantly, are still considered recombinant for the purposes of the invention. 

Similarly, a "recombinant protein" is a protein made using recombinant techniques, e.g., 
through the expression of a recombinant nucleic acid as depicted above. , A recombinant protein 
is distinguished from naturally occurring protein by at least one or more characteristics. The 
protein maybe isolated or purified away from some or most of the proteins and compounds 
with which it is normally associated in its wild type host, and thus may be substantially pure. 
An isolated protein is unaccompanied by at least some of the material with which it is normally 
associated in its natural state, preferably constituting at least about 0.5%, more preferably at 
least about 5% by weight of the total protein in a given sample. A substantially pure protein 
comprises at least about 75% by weight of the total protein, with at least about 80% being 
preferred, and at least about 90% being particularly preferred. The definition includes the 
production of a cancer protein from one organism in a different organism or host cell. 
Alternatively, the protein may be made at a significantly higher concentration than is normally 
seen, through the use of an inducible promoter or high expression promoter, such that the 
protein is made at increased concentration levels. Alternatively, the protein may be in a form 
not normally found in nature, as in the addition of an epitope tag or amino acid substitutions, 
insertions and deletions, as discussed below. 

The term "heterologous" when used with reference to portions of a nucleic acid indicates 
that the nucleic acid comprises two or more subsequences that are not normally found in the 
same relationship to each other in nature. For instance, the nucleic acid is typically 
recombinantly produced, having two or more sequences, e.g., from unrelated genes arranged to 
make a new functional nucleic acid, e.g., a promoter from one source and a coding region from 
another source. Similarly, a heterologous protein will often refer to two or more subsequences 
that are not found in the same relationship to each other in nature (e.g., a fusion protein). 

A "promoter" is typically an array of nucleic acid control sequences that direct 
transcription of a nucleic acid. As used herein, a promoter includes necessary nucleic acid 
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sequences near the start site of transcription, such as, in the case of a polymerase II type 
promoter, a TATA element. A promoter also optionally includes distal enhancer or repressor 
elements, which can be located as much as several thousand base pairs from the start site of 
transcription. A "constitutive" promoter is a promoter that is active under most environmental 
and developmental conditions. An "inducible" promoter is active under environmental or 
developmental regulation. The term "operably linked" refers to a Junctional linkage between a 
nucleic acid expression control sequence (such as a promoter, or array of transcription factor 
binding sites) and a second nucleic acid sequence, e.g., wherein the expression control sequence 
directs transcription of the nucleic acid corresponding to the second sequence. 

An "expression vector" is a nucleic acid construct, generated recombinant^ or 
synthetically, with a series of specified nucleic acid elements that permit transcription of a 
particular nucleic acid in a host cell. The expression vector can be part of a plasmid, virus, or 
nucleic acid fragment. Typically, the expression vector includes a nucleic acid to be transcribed 
in operable linkage to a promoter. 

The phrase "selectively (or specifically) hybridizes to" refers to the binding, duplexing, 
or hybridizing of a molecule selectively to a particular nucleotide sequence under stringent 
hybridization conditions when that sequence is present in a complex mixture (e.g., total cellular 
or library DNA or RNA). 

The phrase "stringent hybridization conditions" refers to conditions under which a probe 
will hybridize to its target subsequence, typically in a complex mixture of nucleic acids, but to 
no other sequences. Stringent conditions are sequence-dependent and will be different in 
different circumstances. Longer sequences hybridize specifically at higher temperaturesf An 
extensive guide to the hybridization of nucleic acids is found in "Overview of principles of 
hybridization and the strategy of nucleic acid assays" in Tijssen (1993) Hybridization with 
Nucleic Probes (Laboratory Techniques in Biochemistry and Molecular Biology) (vol. 24) 
Elsevier. Generally, stringent conditions are selected to be about 5-10° C lower than the 
thermal melting point (Tm) for the specific sequence at a defined ionic strength pH. The T m is 
the temperature (under defined ionic strength, pH,.and nucleic concentration) at which 50% of 
the probes complementary to the target hybridize to the target sequence at equilibrium (as the 
target sequences are present in excess, at T m , 50% of the probes are occupied at equilibrium). 

Stringent conditions will be those in which the salt concentration is less than about L0 M 
sodium ion, typically about 0.O1-L0 M sodium ion concentration (or other salts) at pH 7.0 to 
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8.3 and the temperature is at least about 30° C for short probes (e.g., about 10-50 nucleotides) 
and at least about 60° C for long probes (e.g., greater than about 50 nucleotides). Stringent 
conditions may also be achieved with the addition of destabilizing agents such as formamide. 
For selective or specific hybridization, a positive signal is typically at least two times 
background, preferably 10 times background hybridization. Exemplary stringent hybridization 
conditions can be as following: 50% foimamide, 5x SSC, and 1% SDS, incubating at 42° C, or, 
5x SSC, 1% SDS, incubating at 65° C, with wash in 0.2x SSC, and 0.1% SDS at 65° C. For 
PCR, a temperature of about 36° C is typical for low stringency amplification, although 
annealing temperatures may vary between about 32°-48° C depending on primer length. For 
high stringency PGR amplification, a temperature of about 62° C is typical, although high 
stringency annealing temperatures can range from about 50-65° C, depending on the primer 
length and specificity. Typical cycle conditions for both high and low stringency amplifications 
include a denaturation phase of 90-95° C for 30-120 sec, an annealing phase lasting 30-120 sec, 
and an extension phase of about 72° C for 1-2 min. Protocols and guidelines for low and high 
stringency amplification reactions are provided, e.g., in Innis, et al. (1990) PGR Protocols: A 
Guide to Methods and Applications Academic Press, NY. 

Nucleic acids that do not hybridize to each other under stringent conditions are still 
substantially identical if the polypeptides which they encode are substantially identical. This 
occurs, e.g., when a copy of a nucleic acid is created using the maximum codon degeneracy 
permitted by the genetic code. In such cases, the nucleic acids typically hybridize under 
moderately stringent hybridization conditions. Exemplary "moderately stringent hybridization 
conditions" include a hybridization in a buffer of 40% formamide, 1 M NaCl, 1% SDS at 37° C, 
and a wash in IX SSC at 45° C. A positive hybridization is typically at least twice background. 
Alternative hybridization and wash conditions can be utilized to provide conditions of similar 
stringency. Additional guidelines for determining hybridization parameters ace provided in 
numerous references, e*g., Ausubel, et al. (eds. 1991 and supplements) Current Protocols in 
Molecular Biology Wiley. 

The phrase "functional effects" in the context of assays for testing compounds that 
modulate activity of a cancer protein includes the determination of a parameter that is indirectly 
or directly under the influence of the cancer protein or nucleic acid, e.g., a physiological, 
functional, physical, or chemical effect, such as the ability to decrease cancer. It includes ligand 
binding activity; cell viability; cell growth on soft agar; anchorage dependence; contact 
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inhibition and density limitation of growth; cellular proliferation; cellular transformation; 
growth factor or serum dependence; tumor specific marker levels; invasiveness into Matrigel; 
tumor growth and metastasis in vivo; mRNA and protein expression in cells undergoing 
metastasis; and other characteristics of cancer cells. "Functional effects 11 include in vitro, in 
5 vivo, and ex vivo activities. 

By "determining the functional effect" is meant assaying for a compound that increases 
or decreases a parameter that is indirectly or directly under the influence of a cancer protein 
sequence, e.g., physiological, functional, enzymatic, physical, or chemical effects. Such 
functional effects can be measured, e.g., changes in spectroscopic characteristics (e.g., 

10 fluorescence, absoibance, refractive index), hydrodynaraic (e.g., shape), chromatographic, or 

solubility properties for the protein, measuring inducible markers or transcriptional activation of 
the cancer protein, measuring binding activity or binding assays, e.g., binding to antibodies or 
other ligands, and measuring growth, cellular proliferation, cell viability, cellular 
transformation, growth factor or serum dependence, tumor specific marker levels, invasiveness 

15 into Matrigel, tumor growth and metastasis in vivo, niRNA and protein expression, and other 
characteristics of cancer cells. The functional effects can be evaluated by many means, e.g., 
microscopy for quantitative or qualitative measures of alterations in morphological features, 
measurement of changes in RNA or protein levels for cancer-associated sequences, 
measurement of RNA stability, identification of downstream or reporter gene expression (CAT, 

20 luciferase, /J-gal, GFP, and the like), e.g., via chemiluminescence, fluorescence, colorimetric 
reactions, antibody binding, inducible markers, and ligand binding assays. 

"Inhibitors", "activators," and "modulators" of cancer polynucleotide and polypeptide 
sequences are used to refer to activating, inhibitory, or modulating molecules or compounds 
identified using in vitro and in vivo assays of cancer polynucleotide and polypeptide sequences. 

25 Inhibitors are compounds that, e.g., bind to, partially or totally block activity, decrease, prevent, 
delay activation, inactivate, desensitize, or down regulate the activity or expression of cancer 
proteins, e.g., antagonists. Antisense or inhibitory nucleic acids may seem to inhibit expression 
and subsequent function of the protein. "Activators" are compounds that increase, open, 
activate, facilitate, enhance activation, sensitize, agonize, or up regulate cancer protein activity. 

30 Inhibitors, activators, or modulators also include genetically modified versions of cancer 

proteins, e.g., versions with altered activity, as well as naturally occurring and synthetic ligands, 
antagonists, agonists, antibodies, small chemical molecules, and the like. Such assays for 
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inhibitors and activators include, e.g., expressing the cancer protein in vitro, in cells, or cell 
membranes, applying putative modulator compounds, and then determining the functional 
effects on activity, as described above. Activators and inhibitors of cancer can also be identified 
by incubating cancer cells with the test compound and determining increases or decreases in the 
5 expression of 1 or more cancer proteins, e.g., 1, 2, 3, 4, 5, 10, 15, 20, 25, 30, 40, 50, or more 
cancer proteins, such as cancer proteins encoded by the sequences set out in Tables 2A-80. 

Samples or assays comprising cancer proteins that are treated with a potential activator, 
inhibitor, or modulator are compared to control samples without the inhibitor, activator, or 
modulator to examine the extent of inhibition. Control samples (untreated with inhibitors) are 

1 0 assigned a relative protein activity value of 100%. Inhibition of a polypeptide is achieved when 
the activity value relative to the control is about 80%, preferably 50%, more preferably 25-0%. 
Activation of a cancer polypeptide is achieved when the activity value relative to the control 
(untreated with activators) is about 110%, more preferably 150%, more preferably 200-500% 
(e.g., two to five fold higher relative to the control), more preferably 1000-3000% higher. 

15 The phrase "changes in cell growth" refers to any change in cell growth and proliferation 

characteristics in vitro or in vivo, such as cell viability, formation of foci, anchorage 
independence, semi-solid or soft agar growth, changes in contact inhibition and density 
limitation of growth, loss of growth factor or serum requirements, changes in cell morphology, 
gaining or losing immortalization, gaining or losing tumor specific markers, ability to form or 

20 suppress tumors when injected into suitable animal hosts, and/or immortalization of the cell. 

See, e.g., pp. 23 1-241 in Freshney (1994) Culture of Animal Cells a Manual o f Basic Tfichniqim 
(2dei)Wiley-Liss. 

"Tumor cell" refers to precancerous, cancerous, and normal cells in a tumor. 
"Cancer cells," "transformed" cells or "transformation" in tissue culture, refers to 

25 spontaneous or induced phenotypic changes that do not necessarily involve the uptake of new 
genetic material. Although transformation can arise from infection with a transforming virus 
and incorporation of new genomic DNA, or uptake of exogenous DNA, it can also arise 
spontaneously or following exposure to a carcinogen, thereby mutating an endogenous gene. 
Transformation is associated with phenotypic changes, such as immortalization of cells, 

30 aberrant growth control, nonmorphological changes, and/or malignancy. See, Freshney (2000) 
Culture of A nimal O.U s: A Manual of Basic Technique (4th ed.) Wiley-Iiss. 
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"Antibody" refers to a polypeptide comprising a framework region from an 
immunoglobulin gene or fragments thereof that specifically binds and recognizes an antigen. 
The recognized immunoglobulin genes include the kappa, lambda, alpha, gamma, delta, epsilon, 
and mu constant region genes, as well as the myriad immunoglobulin variable region genes. 
Light chains are classified as either kappa or lambda. Heavy chains are classified as gamma, 
mu, alpha, delta, or epsilon, which in turn define the immunoglobulin classes, IgG, IgM, IgA, 
IgD, and IgE, respectively. Typically, the antigen-binding region of an antibody or its 
functional equivalent will be most critical in specificity and affinity of binding. See Paul (ecL 
1999) Fundamental Immunology (4th ed.) Raven. 

An exemplary immunoglobulin (antibody) structural unit comprises a tetramer. Each 
tetramer is composed of two identical pairs of polypeptide chains, each pair having one "light" 
(about 25 KD) and one "heavy" chain (about 50-70 fcD). The N-terminus of each chain defines a 
variable region of about 100 to 1 10 or more amino acids primarily responsible for antigen 
recognition. The terms variable light chain (V l) and variable heavy chain (Vjj) refer to these 

light and heavy chains respectively. 

Antibodies exist, e.g., as intact immunoglobulins or as a number of well-characterized 
fragments produced by digestion with various peptidases. Thus, e.g., pepsin digests an antibody 
below the disulfide linkages in the hinge region to produce F(ab)'2 9 a dimer of Fab which itself 
is a light chain joined to Vh-Ch1 by a disulfide bond. The F(ab) T 2 may be reduced under mild 
conditions to break the disulfide linkage in the hinge region, thereby converting the F(ab) < 2 
dimer into an Fab 1 monomer. The Fab' monomer is essentially Fab with part of the hinge, region 
(see Paul (ed- 1999) Fundamental Immunology (4th ed.) Raven. While various antibody 
fragments are defined in terms of the digestion of an intact antibody, one of skill will appreciate 
that such fragments may be synthesized de novo either chemically or by using recombinant 
DNA methodology. Thus, the term antibody, as used herein, also includes antibody fragments 
either produced by the modification of whole antibodies, or those synthesized de novo using 
recombinant DNA methodologies (e.g., single chain Fv) or those identified using phage display 
libraries (see, e.g., McCafferty, et al. (1990) Nature 348:552-554). 

For preparation of antibodies, e.g., recombinant, monoclonal, or polyclonal antibodies, 
many techniques known. See, e.g., Kohler and Milstein (1975) Nature 256:495-497; Kozbor, et 
al. (1983) Immunology Today 4:72; Cole, et al. (1985) pp. 77-96 in Reisfeld and Sell (1985) 

Monoclonal Antibodies and Cancer Therapy Liss; Coligan (1 99 1) Current Protocols in 

22 



WO 03/042661 



PCT/US02/36810 



Immunology Lippincott; Harlow and Lane (1988) Antibodies: A Laboratory Manual CSH 
Press; and Goding (1986) Monoclonal Antibodies: Principles and Practice (2d ed.) Academic 
Press. Techniques for the production of single chain antibodies (U.S. Patent 4,946,778) can be 
adapted to produce antibodies to polypeptides of this invention. Also, transgenic mice, or other 
organisms such as other mammals, may be used to express humanized antibodies. 
Alternatively, phage display technology can be used to identify antibodies and heteromeric Fab 
fragments that specifically bind to selected antigens. See, e.g., McCafferty, et al. (1990) Nature 
348:552-554; Marks, et al. (1992) Biotechnology 10:779-783. 

A "chimeric antibody" is an antibody molecule in which (a) the constant region, or a 
portion thereof, is altered, replaced, or exchanged so that the antigen binding site (variable 
region) is linked to a constant region of a different or altered class, and/or species, or an entirely 
different molecule which confers new properties to the chimeric antibody, e.g., an enzyme, 
toxin, hormone, growth factor, drug, effector function, chemoattractant, immune modulator, 
etc.; or (b) the variable region, or a portion thereof, is altered, replaced, or exchanged with a 
variable region having a different or altered antigen specificity- 
Identification of cancer-associated sequences 

In one aspect, the expression levels of genes are determined in different patient samples 
for which diagnosis information is desired, to provide expression profiles. An expression 
profile of a particular sample is essentially a "fingerprint" of the state of the sample; while two 
states may have any particular gene similarly expressed, the evaluation of a number of genes 
simultaneously allows the generation of a gene expression profile that is characteristic of the 
state of the cell. That is, normal tissue may be distinguished from cancerous or metastatic 
cancerous tissue, or cancer tissue or metastatic cancerous tissue can be compared with tissue 
from surviving cancer patients. By comparing expression profiles of tissue in known different 
cancer states, information regarding which genes are important (including both up~and down- 
regulation of genes) in each of these states is obtained. Molecular profiling may distinguish 
subtypes of a currently collective disease designation, e.g., different forms of a cancer. 

The identification of sequences that are differentially expressed in cancer versus non- 
cancer tissue allows the use of this information in a number of ways. For example, a particular 
treatment regime may be evaluated: does a chemotherapeutic drug act to down-regulate cancer, 
and thus tumor growth or recurrence, in a particular patient Alternatively, a treatment step may 
induce other markers which may be used as targets to destroy tumor cells. Similarly, diagnosis 
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and treatment outcomes may be done or confirmed by comparing patient samples with the 
known expression profiles. M aliganant disease may be compared to non-malignant conditions. 
Metastatic tissue can also be analyzed to determine the stage of cancer in the tissue, or origin of 
primary tumor, e.g., metastasis from a remote primary site. Furthermore, these gene expression 
5 profiles (or individual genes) allow screening of drug candidates with an eye to mimicking or 
altering a particular expression profile; e.g., screening can be done for drugs that suppress the 
cancer expression profile. This may be done by making biochips comprising sets of the 
important cancer genes, which can then be used in these screens. These methods can also be 
done on the protein basis; that is, protein expression levels of the cancer proteins can be 

10 evaluated for diagnostic purposes or to screen candidate agents. In addition, the cancer nucleic 
acid sequences can be administered for gene therapy purposes, including the administration of 
antisense nucleic acids, or the cancer proteins (including antibodies and other modulators 
thereof) administered as therapeutic drugs. 

Thus the present invention provides nucleic acid and protein sequences that are 

1 5 differentially expressed in cancer relative to normal tissues and/or non-malignant disease, or in 
different types of related diseases, herein termed "cancer sequences." As outlined below, cancer 
sequences include those that are up-regulated (e.g., expressed at a higher level) in cancer, as 
well as those that are down-regulated (e.g., expressed at a lower level). In a preferred 
embodiment, the cancer sequences are from humans; however, cancer sequences from other 

20 organisms may be useful in animal models of disease and drug evaluation; thus, other cancer 
sequences are provided, from vertebrates, including mammals, including rodents (rats, mice, 
hamsters, guinea pigs, etc.), primates, farm animals (including sheep, goats, pigs, cows, Horses, 
etc.) and pets (e.g., dogs, cats, etc.). Cancer sequences from other organisms may be obtained 
using the techniques outlined below. 

25 Cancer sequences can include both nucleic acid and amino acid sequences. In a 

preferred embodiment, the skin cancer sequences are recombinant nucleic acids. These nucleic 
acid sequences are usefiil in a variety of applications, including diagnostic applications, which 
will detect naturally occurring nucleic acids, as well as screening applications; e.g., biochips 
comprising nucleic acid probes or PCR microliter plates with selected probes to the cancer 

30 sequences. 

A cancer sequence can be initially identified by substantial nucleic acid and/or amino 
acid sequence homology to fee cancer sequences outlined herein. Such homology can be based 
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upon the overall nucleic acid or amino acid sequence, and is generally determined as outlined 
below, e.g., using homology programs or hybridization conditions. 

For identifying cancer-associated sequences, the cancer screen typically includes 
comparing genes identified in different tissues, e.g., normal and cancerous tissues, cancer and 
non-malignant conditions, non-malignant conditions and normal tissues, or tumor tissue 
samples from patients who have metastatic disease vs. non metastatic tissue. Other suitable 
tissue comparisons include comparing cancer samples with metastatic cancer samples from 
other cancers, such as lung, stomach, gastrointestinal cancers, etc. Samples of different stages 
of cancer, e.g., survivor tissue, drug resistant states, and tissue undergoing metastasis, are 
applied to biochips comprising nucleic acid probes. The samples are first microdissected, if 
applicable, and treated for preparation of mRNA. Suitable biochips are commercially available, 
e.g., from Asymetrix, Santa Clara, CA. Gene expression profiles as described herein are 
generated and the data analyzed. 

In one embodiment, the genes showing changes in expression as between normal and 
disease states are compared to genes expressed in other normal tissues, including, and not 
limited to lung, heart, brain, liver, stomach, kidney, muscle, colon, small intestine, large 
intestine, spleen, bone, and/or placenta. In a preferred embodiment, those genes identified 
during the cancer screen that are expressed in a significant amount in other tissues (e.g., 
essential organs) are removed from the profile, although in some embodiments, this is not 
necessary (e.g., where organs may be dispensible, e.g., female or male specific). That is, when 
screening for drugs, it is usually preferable that the target expression be disease specific, to 
minimize possible side effects on other organs were there expression. 

In a preferred embodiment, cancer sequences are those that are up-regulated in cancer; 
that is, the expression of these genes is higher in the cancer tissue as compared to non-cancer or 
non-malignant tissue. 'TJp-regulation" as used herein often means at least about a two-fold 
change, preferably at least about a three fold change, with at least about five-fold or higher 
being preferred. Another embodiment is directed to sequences up-regulated in non-malignant 
conditions relative to normal. Uniformity among relevant samples is also preferred. 

Unigene cluster identification numbers and accession numbers herein are for the 
GenBank sequence database and the sequenced of the accession numbers are hereby expressly 
incorporated by reference. GenBank is available, see, e.g., Benson, et aL (1998) Nuc. Acids 
Res. 26: 1-7; and http:/Avww.ncbi.nlm.nih.gov/. Sequences are also available in other databases, 
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e.g., European Molecular Biology Laboratory (EMBL) and DNA Database of Japan (DDBJ). 
In some situations, the sequences may be derived from assembly of available sequences or be 
predicted from genomic DNA using exon prediction algorithms, such as FGENESH. See 
Salamov and Solovyev (2000) Genome Res. 10:516-522. In other situations, sequences have 
been derived from cloning and sequencing of isolated nucleic acids. 

In another preferred embodiment, cancer sequences are those that are down-regulated in 
the cancer, that is, the expression of these genes is lower in cancer tissue as compared to non- 
cancerous tissue. "Down-regulation" as used herein often means at least about a two-fold 
change, preferably at least about a three fold change, with at least about five-fold or higher 
being preferred. 
Informatics 

The ability to identify genes that are over or under expressed in cancer can additionally 
provide high-resolution, high-sensitivity datasets which can be used in the areas of diagnostics, 
therapeutics, drug development, pharmacogenetics, protein structure, biosensor development, 
and other related areas. For example, the expression profiles can be used in diagnostic or 
prognostic evaluation of patients with cancer or related diseases. See Tables 1-3. Or as another 
example, subcellular toxicological information can be generated to better direct drug structure 
and activity correlation (see Anderson (June 1 1-12, 1998) Pharmaceutical Proteomics: Targets, 
Mechanism, and Function, paper presented at the IBC Proteomics conference, Coronado, CA). 
Subcellular toxicological information can also be utilized in a biological sensor device to 
predict the likely toxicological effect of chemical exposures and likely tolerable exposure 
thresholds (see U.S. Patent No. 5,81 1,231). Similar advantages accrue from datasets relevant to 
other biomolecules and bioactive agents (e-g., nucleic acids, saccharides, lipids, drugs, and the 
like). 

Thus, in another embodiment, the present invention provides a database that includes at 
least one set of assay data. The data contained in the database is acquired, e.g., using array 
analysis either singly or in a library format. The database can be in a form in which data can be 
maintained and transmitted, but is preferably an electronic database. The electronic database of 
the invention can be maintained on any electronic device allowing for the storage of and access 
to the database, such as a personal computer, but is preferably distributed on a wide area 
network, such as the World Wide Web. 
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The focus of the present section on databases that include peptide sequence data is for 
clarity of illustration only. Similar databases can be assembled for assay data acquired using an 
assay of the invention. 

The compositions and methods for identifying and/or quantitating the relative and/or 
absolute abundance of a variety of molecular and macromolecular species from a biological 
sample representing cancer, e.g., the identification of cancer-associated sequences described 
herein, provide an abundance of information which can be correlated with pathological 
conditions, predisposition to disease, drug testing, therapeutic monitoring, gene-disease causal 
linkages, identification of correlates of immunity and physiological status, among others. 
Although the data generated from the assays of the invention is suited for manual review and 
analysis, in a preferred embodiment, data processing using high-speed computers is utilized. 

An array of methods for indexing and retrieving biomoleciriar information is available. 
For example, U.S. Patents 6,023,659 and 5,966,712 disclose a relational database system for 
storing biomolecular sequence information in a manner that allows sequences to be catalogued 
and searched according to one or more protein function hierarchies. U.S. Patent 5,953,727 
discloses a relational database having sequence records containing information in a format that 
allows a collection of partial-length DNA sequences to be catalogued and searched according to 
association with one or more sequencing projects for obtaining full-length sequences from the 
collection of partial length sequences. U.S. Patent 5,706,498 discloses a gene database retrieval 
system for making a retrieval of a gene sequence similar to a sequence data item in a gene 
database based on the degree of similarity between a key sequence and a target sequence. U.S. 
Patent 5,538,897 discloses a method using mass spectroscopy fragmentation patterns of 
peptides to identify amino acid sequences in computer databases by comparison of predicted 
mass spectra with experimentally-derived mass spectra using a closeness-of-fit measure. U.S. 
Patent 5,926,81 8 discloses a multi-dimensional database comprising a functionality for multi- 
dimensional data analysis described as on-line analytical processing (OLAP), which entails the 
consolidation of projected and actual data according to more than one consolidation path or 
dimension. U.S. Patent 5,295,261 reports a hybrid database structure in which the fields of each 
database record are divided into two classes, navigational and informational data, with 
navigational fields stored in a hierarchical topological map which can be viewed as a tree 
structure or as the merger of two or more such tree structures. See also Baxevanis, et al. (2001) 
Bioinformatics: A Practical Guuide to the Analysis of Genes and Proteins Wiley; Mount (2001) 
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Bioinformatics: Sequence and Genome Analysis CSH Press, NY; Durbin, et al. (eds. 1999) 
Biological Sequence Analysis: Probabilistic Models of Proteins and N ucleic Acids Cambridge 
University Press; Baxevanis and Oeullette (eds. 1998) Bioinformatics: A Practical Guide to the 
Analysis of Genes and Proteins (24 ed.) Wiley-Liss; Rashidi and Buehler (1999) 
Bioinformatics: Basic Applications in Biological Science and Medicine CRC Press; Setubal, et 
al. (eds. 1997) Introduction to Computational Molecular Biology Brooks/Cole; Misener and 
Krawetz (eds, 2000) Bioinformatics: Methods and Protocols Humana Press; Higgins and Taylor 
(eds. 2000) Bioinformatics: Sequence, Structure, and Databanks: A Practical Approach Oxford 
University Press; Brown (2001) Bioinformatics: A Biologist's Guide to Biocomputing and the 
Internet Eaton Pub. ; Han and Kamber (2000) Data Mining: Concepts and Techniques 
Kaufinann Pub.; and Waterman (1995) Introduction to Computational Biology: Maps, 
Sequences, and Genomes Chap and Hall. 

The present invention provides a computer database comprising a computer and 
software for storing in computer-retrievable form assay data records cross-tabulated, e.g., with 
data specifying the source of the target-containing sample from which each sequence specificity 
record was obtained. 

In an exemplary embodiment, at least one of the sources of target-containing sample is 
from a control tissue sample known to be free of pathological disorders. In a variation, at least 
one of the sources is a known pathological tissue specimen, e.g., a neoplastic lesion or another 
tissue specimen to be analysed for cancer. In another variation, the assay records cross-tabulate 
one or more of the following parameters for each target species in a sample: (1) a unique 
identification code, which can include, e.g., a target molecular structure and/or characteristic 
separation coordinate (e.g., electrophoretic coordinates); (2) sample source; and (3) absolute 
and/or relative quantity of the target species present in the sample. 

The invention also provides for the storage and retrieval of a collection of target data in 
a computer data storage apparatus, which can include magnetic disks, optical disks, magneto- 
optical disks, DRAM, SRAM, SGRAM, SDRAM, RDRAM, DDR RAM, magnetic bubble 
memory devices, and other data storage devices, including CPU registers and on-CPU data 
storage arrays. Typically, the target data records are stored as a bit pattern in an array of 
magnetic domains on a magnetizable medium or as an array of charge states or transistor gate 
states, such as an array of cells in a DRAM device (e.g., each cell comprised of a transistor and 
a charge storage area, which may be on the transistor). In one embodiment, the invention 
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provides such storage devices, and computer systems built therewith, comprising a bit pattern 
encoding a protein expression fingerprint record comprising unique identifiers for at least 10 
target data records cross-tabulated with target source. 

When the target is a peptide or nucleic acid, the invention preferably provides a method 
for identifying related peptide or nucleic acid sequences, comprising performing a computerized 
comparison between a peptide or nucleic acid sequence assay record stored in or retrieved from 
a computer storage device or database and at least one other sequence. The comparison can 
include a sequence analysis or comparison algorithm or computer program embodiment thereof 
(e.g., FASTA, TFASTA, GAP, BESTFIT) and/or the comparison may be of the relative amount 
of a peptide or nucleic acid sequence in a pool of sequences determined from a polypeptide or 
nucleic acid sample of a specimen. 

The invention also preferably provides a magnetic disk, such as an IBM-compatible 
(DOS, Windows, Windows95/98/2000, Windows NT, OS/2) or other format (e.g., Linux, 
SunOS, Solaris, ADC, SCO Unix, VMS, MV, Macintosh, etc.) floppy diskette or hard (fixed, 
Winchester) disk drive, comprising a bit pattern encoding data from an assay of the invention in 
a file format suitable for retrieval and processing in a computerized sequence analysis, 
comparison, or relative quantitation method. 

The invention also provides a network, comprising a plurality of computing devices 
linked via a data link, such as an Ethernet cable (coax or lOBaseT), telephone line, ISDN line, 
wireless network, optical fiber, or other suitable signal transmission medium, whereby at least 
one network device (e.g., computer, disk array, etc,) comprises a pattern of magnetic domains 
(e.g,, magnetic disk) and/or charge domains (e.g., an array of DRAM cells) composing aTrit 
pattern encoding data acquired from an assay of the invention. 

The invention also provides a method for transmitting assay data that includes 
generating an electronic signal on an electronic communications device, such as a modem, 
ISDN terminal adapter, DSL, cable modem, ATM switch, or the like, wherein the signal 
includes (in native or encrypted format) a bit pattern encoding data from an assay or a database 
comprising a plurality of assay results obtained by the method of the invention. 

In a preferred embodiment, the invention provides a computer system for comparing a 
query target to a database containing an array of data structures, such as an assay result obtained 
by the method of the invention, and ranking database targets based on the degree of identity and 
gap weight to foe target data, A central processor is preferably initialized to load and execute 
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the computer program for alignment and/or comparison of the assay results. Data for a query 
target is entered into the central processor via an I/O device. Execution of the computer 
program results in the central processor retrieving the assay data from the data file, which 
comprises a binary description of an assay result. 

The target data or record and the computer program can be transferred to secondary 
memory, which is typically random access memory (e.g,, DRAM, SRAM, SGRAM, or 
SDRAM). Targets are ranked according to the degree of correspondence between a selected 
assay characteristic (e.g.> binding to a selected affinity moiety) and the same characteristic of 
the query target and results are output via an I/O device. For example, a central processor can 
be a conventional computer (e.g^ Intel Pentium, PowerPC, Alpha, PA-8000, SPARC, MIPS 
4400, MIPS 10000, VAX, etc.); a program can be a commercial or public domain molecular 
biology software package (e.g., UWGCG Sequence Analysis Software, Darwin); a data file can 
be an optical or magnetic disk, a data server, a memory device (e.g., DRAM, SRAM, SGRAM, 
SDRAM, EPROM, bubble memory, flash memory, etc.); an I/O device can be a terminal 
comprising a video display and a keyboard, a modem, an ISDN terminal adapter, an Ethernet 
port, a punched card reader, a magnetic strip reader, or other suitable I/O device. 

The invention also preferably provides the use of a computer system, such as that 
described above, which comprises: (1) a computer; (2) a stored bit pattern encoding a collection 
of peptide sequence specificity records obtained by the methods of the invention, which may be 
stored in the computer; (3) a comparison target, such as a query target; and (4) a program for 
alignment and comparison, typically with rank-ordering of comparison results on the basis of 
computed similarity values. See, e.g., Ewens and Grant (2001) Statistical Methods in 
Bioinformatics: An Introduction Springer- Verlag, Mathematical approaches can also be used to 
conclude whether similarities or differences in the gene expression exhibited by different 
samples are significant. See, e.g., Golub, et aL (1999) Science 286:531-537; Duda, et al. (2001) 
Pattern Classification Wiley; and Hastie, et aL (2001) The Elements of Statistical Learning: 
Data Mining, Inference, and Prediction Springer-Verlag. One approach to determine whether a 
sample is more similar to or has maximum similarity with a given condition between the sample 
and one or more pools representing different conditions for comparison; the pool with the 
smallest vector angle is then chosen as the most similar to the biological sample among the 
pools compared. 
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Characteristics of cancer-associated proteins 

Cancer proteins of the present invention may be classified as secreted proteins, 
transmembrane proteins, or intracellular proteins. In one embodiment, the cancer protein is an 
intracellular protein. Intracellular proteins may be found in the cytoplasm and/or in the nucleus. 
5 Intracellular proteins are involved in all aspects of cellular function and replication (including, 
e.g., signaling pathways); aberrant expression of such proteins often results in unregulated or 
disregulated cellular processes (see, e.g., Alberts, et aL (eds. 1994) Molecular Biology of the 
Cell (3d ed.) Garland). For example, many intracellular proteins have enzymatic activity such 
as protein kinase activity, protein phosphatase activity, protease activity, nucleotide cyclase 
10 activity, polymerase activity, and the like. Intracellular proteins also serve as docking proteins 
that are involved in organizing complexes of proteins, or targeting proteins to various 
subcellular localizations, and are involved in maintaining the structural integrity of organelles. 

An increasingly appreciated concept in characterizing proteins is the presence in the 
proteins of one or more structural motifs for which defined functions have been attributed. In 
15 addition to the highly conserved sequences found in the enzymatic domain of proteins, highly 
conserved sequences have been identified in proteins that are involved in protein-protein 
interaction. For example, Src-homology-2 (SH2) domains bind tyrosine-phosphorylated targets 
in a sequence dependent manner. PTB domains, which are distinct from SH2 domains, also 
bind tyrosine phosphoryiated targets. SH3 domains bind to proline-rich targets. In addition, PH 
20 domains, tetratricopeptide repeats and WD domains to name only a few, have been shown to 
mediate protein-protein interactions. Some of these may also be involved in binding to 
phospholipids or other second messengers. These motifs can be identified on the basis of amino 
acid sequence; thus, an analysis of the sequence of proteins may provide insight into both the 
enzymatic potential of the molecule and/or molecules with which the protein may associate. 
25 One useful database is Pfam (protein families), which is a large collection of multiple sequence 
alignments and hidden Markov models covering many common protein domains. Versions are 
available via the internet from Washington University in St. Louis, the Sanger Center in 
England, and the Karolinska Institute in Sweden. See, e.g., Bateman, et aL (2000) Nuc. Acids 
Res. 28:263-266; Sonnhammer, et aL (1997) Proteins 28:405^120 ; Bateman, et aL (1999) Nuc, 
30 Acids Res. 27:260-262; and Sonnhammer, et aL (1998) Nuc. Acids Res. 26:320-322. 

In another embodiment, the cancer sequences are transmembrane proteins. 
Transmembrane proteins are molecules that span a phospholipid bilayer of a cell. They may 
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have an intracellular domain, an extracellular domain, or both. The intracellular domains of 
such proteins may have a number of functions including those already described for 
intracellular proteins* For example, the intracellular domain may have enzymatic activity 
and/or may serve as a binding site for additional proteins. Frequently the intracellular domain 
of transmembrane proteins serves both roles. For example certain receptor tyrosine kinases 
have both protein kinase activity and SH2 domains* In addition, autophosphorylation of 
tyrosines on the receptor molecule itself, creates binding sites for additional SH2 domain 
containing proteins. 

Transmembrane proteins may contain from one to many transmembrane domains. For 
example, receptor tyrosine kinases, certain cytokine receptors, receptor guanylyl cyclases and 
receptor serine/threonine protein kinases contain a single transmembrane domain. However, 
various other proteins including channels and adenylyl cyclases contain numerous 
transmembrane domains. Many important cell surface receptors such as G protein coupled 
receptors (GPCRs) are classified as "seven transmembrane domain" proteins, as they contain 7 
membrane spanning regions. Characteristics of transmembrane domains include approximately 
17 consecutive hydrophobic amino acids that may be followed by charged amino acids. 
Therefore, upon analysis of the amino acid sequence of a particular protein, the localization and 
number of transmembrane domains within the protein may be predicted (see, e.g., PSORT web 
site http://psort.nibb.ac.jp/). Important transmembrane protein receptors include, but are not 
limited to the insulin receptor, insulin-like growth factor receptor, human growth hormone 
receptor, glucose transporters, transferrin receptor, epidermal growth factor receptor, low 
density lipoprotein receptor, epidermal growth factor receptor, leptin receptor, and interleiikm 
receptors, e.g., IL-1 receptor, IL-2 receptor, etc. 

The extracellular domains of transmembrane proteins are diverse; however, conserved 
motifs are found repeatedly among various extracellular domains. Conserved structure and/or 
functions have been ascribed to different extracellular motifs. Many extracellular domains are 
involved in binding to other molecules. In one aspect, extracellular domains are found on 
receptors. Factors that bind the receptor domain include circulating ligands, which may be 
peptides, proteins, or small molecules such as adenosine and the like. For example, growth 
factors such as EGF, FGF, and PDGF are circulating growth factors that bind to their cognate 
receptors to initiate a variety of cellular responses. Other factors include cytokines, mitogenic 
factors, neurotrophic factors, and the like. Extracellular domains also bind to cell-associated 
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molecules. In this respect, they may mediate cell-cell interactions. Cell-associated ligands can 
be tethered to the cell, e.g,, via a glycosylphosphatidylinositol (GPI) anchor, or may themselves 
be transmembrane proteins. Extracellular domains may also associate with the extracellular 
matrix and contribute to the maintenance of the cell structure. 

Cancer proteins that are transmembrane are particularly preferred in the present 
invention as they are readily accessible targets for inimunotherapeutics, as are described herein. 
In addition, as outlined below, transmembrane proteins can be also useful in imaging 
modalities. Antibodies may be used to label such readily accessible proteins in situ. 
Alternatively, antibodies can also label intracellular proteins, in which case samples are 
typically permeablized to provide access to intracellular proteins. In addition, some membrane 
proteins can be processed to release a soluble protein, or to expose a residual fragment. 
Released soluble proteins may be useful diagnostic markers, processed residual protein 
fragments maybe useful lung markers of disease. 

It will also be appreciated that a transmembrane protein can be made soluble by 
removing transmembrane sequences, e.g., through recombinant methods. Furthermore, 
transmembrane proteins that have been made soluble can be made to be secreted through 
recombinant means by adding an appropriate signal sequence. 

In another embodiment, the cancer proteins are secreted proteins; the secretion of which 
can be either constitutive or regulated These proteins may have a signal peptide or signal 
sequence that targets the molecule to the secretory pathway. Secreted proteins are involved in 
numerous physiological events; e.g., if circulating, they often serve to transmit signals to 
various other cell types. The secreted protein may function in an autocrine manner (acting on 
the cell that secreted the factor), a paracrine manner (acting on cells in close proximity to the 
cell that secreted the factor), an endocrine manner (acting on cells at a distance, e.g, secretion 
into the blood stream), or exocrine (secretion, e.g., through a duct or to adjacent epithelial 
surface as sweat glands, sebaceous glands, pancreatic ducts, lacrimal glands, mammary glands, 
wax producing glands of the ear, etc.). Thus secreted molecules often find use in modulating or 
altering numerous aspects of physiology- Cancer proteins that are secreted proteins are 
particularly preferred in the present invention as they serve as good targets for diagnostic 
markers, e.g., for blood, plasma, serum, or stool tests. Those which are enzymes may be 
antibody or small molecule targets. Others may be useful as vaccine targets, e.g., via CTL 
mechanisms. 
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Use of cancer nucleic acids 

As described above, cancer sequence is initially identified by substantial nucleic acid 
and/or amino acid sequence homology or linkage to the cancer sequences outlined herein. Such 
homology can be based upon the overall nucleic acid or amino acid sequence, and is generally 
determined as outlined below, using either homology programs or hybridization conditions. 
Typically, linked sequences on a mRNA are found on the same molecule. 

As detailed elsewhere, percent identity can be determined using an algorithm such as 
BLAST. A preferred method utilizes the BLASTN module of WU-BLAST-2 set to the default 
parameters, with overlap span and overlap fraction set to 1 and 0.125, respectively. Alignment 
may include the introduction of gaps in the sequences to be aligned. In addition, for sequences 
which contain either more or fewer nucleotides than those of the nucleic acids described, the 
percentage of homology may be determined based on the number of homologous nucleosides in 
relation to the total number of nucleosides. Thus, e.g., homology of sequences shorter than 
those of the sequences identified will be determined using the number of nucleosides in the 
shorter sequence. 

In one embodiment, the nucleic acid homology is determined through hybridization 
studies. Thus, e.g., nucleic acids which hybridize under high stringency to a described nucleic 
acid, or its complement, or is also found on naturally occurring mRNAs is considered a cancer 
sequence. In another embodiment, less stringent hybridization conditions are used; e.g., 
moderate or low stringency conditions maybe used; see Ausubel, supra, and Tijssen, supra. 

The cancer nucleic acid sequences of the invention, e.g., the sequences in Tables 1-80, 
can be fragments of larger genes, e.g., they are nucleic acid segments. "Genes" in this context 
includes coding regions, non-coding regions, and mixtures of coding and non-coding regions. 
Accordingly, using the sequences provided herein, extended sequences, in either direction, of 
the cancer genes can be obtained, using techniques well known for cloning either longer 
sequences or the full length sequences; see Ausubel, et al., supra. Much can be done by 
informatics and many sequences can be clustered to include multiple sequences corresponding 
to a single gene, e.g., systems such as UniGene (see, http:/Avww.ncbi.nlm.nih.govAJniGene/)- 

Once a cancer nucleic acid is identified, it can be cloned and, if necessary, its constituent 
parts recombined to form the entire cancer nucleic acid coding regions or the entire mRNA 
sequence. Once isolated from its natural source, e.g., contained within a plasmid or other vector 
or excised therefrom as a linear nucleic acid segment, the recombinant cancer nucleic acid can 

34 



WO 03/042661 



PCT/US02/36810 



be further used as a probe to identify and isolate other cancer nucleic acids, e.g., extended 
coding regions- It can also be used as a "precursor" nucleic acid to make modified or variant 
cancer nucleic acids and proteins. 

The cancer nucleic acids of the present invention are used in several ways. In one 
5 embodiment, nucleic acid probes to the cancer nucleic acids are made and attached to biochips 
to be used in screening and diagnostic methods, as outlined below, or for administration, e.g., 
for gene therapy, vaccine, RNAi, and/or antisense applications. Alternatively, cancer nucleic 
acids that include coding regions of cancer proteins can be put into expression vectors for the 
expression of cancer proteins, again for screening purposes or for administration to a patient, 

10 In a preferred embodiment, nucleic acid probes to cancer nucleic acids (both the nucleic 

acid sequences outlined in the figures and/or the complements thereof) are made. The nucleic 
acid probes attached to the biochip are designed to be substantially complementary to the cancer 
nucleic acids, e.g., the target sequence (either the target sequence of the sample or to other 
probe sequences, e.g., in sandwich assays), such that hybridization of the target sequence and 

15 the probes of the present invention occurs. As outlined below, this complementarity need not 
be perfect; there may be any number of base pair mismatches which will interfere with 
hybridization between the target sequence and the single stranded nucleic acids of the present 
invention. However, if the number of mutations is so great that no hybridization can occur 
under even the least stringent of hybridization conditions, the sequence is not a complementary 

20 target sequence. Thus, by "substantially complementary" herein is meant that the probes are 
sufficiently complementary to the target sequences to hybridize under normal reaction 
conditions, particularly high stringency conditions, as outlined herein. 

A nucleic acid probe is generally single stranded but can be partially single and partially 
double stranded. The strandedness of the probe is dictated by the structure, composition, and 

25 properties of the target sequence. In general, the nucleic acid probes range ftom about 8-100 
bases long, with ftom about 10-80 bases being preferred, and ftom about 30-50 bases being 
particularly preferred. That is, generally whole genes are not used. In some embodiments, 
much longer nucleic acids can be used, up to hundreds of bases. 

In a preferred embodiment, more than one probe per sequence is used, with either 

30 overlapping probes or probes to different sections of the target being used. That is, two, three, 
four or more probes, with three being preferred, are used to build in a redundancy for a 
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particular target The probes can be overlapping (e.g,, have some sequence in common), or 
separate. In some cases, PCR primers may be used to amplify signal for higher sensitivity. 
Nucleic acids can be attached or immobilized to a solid support in a wide variety of 
ways. By "immobilized" and grammatical equivalents herein is meant the association or 
5 binding between the nucleic acid probe and the solid support is sufficient to be stable under the 
conditions of binding, washing, analysis, and removal as outlined. The binding can typically be 
covalent or non-covalent. By "non-covalent binding" and grammatical equivalents herein is 
meant one or more of electrostatic, hydrophilic, and hydrophobic interactions- Included in non- 
covalent binding is the covalent attachment of a molecule, e.g., streptavidin to the support and 

10 the non-covalent binding of the biotinylated probe to the streptavidin. By "covalent binding" 
and grammatical equivalents herein is meant that the two moieties, the solid support and the 
probe, are attached by at least one bond, including sigma bonds, pi bonds, and coordination 
bonds. Covalent bonds can be formed directly between the probe and the solid support or can 
be formed by a cross linker or by inclusion of a specific reactive group on either the solid 

15 support or the probe or both molecules. Immobilization may also involve a combination of 
covalent and non-covalent interactions. 

In general, the probes are attached to the biochip in a wide variety of ways. As 
described herein, the nucleic acids can either be synthesized first, with subsequent attachment to 
the biochip, or can be directly synthesized on the biochip. 

20 The biochip comprises a suitable solid substrate. By "substrate" or "solid support" or 

other grammatical equivalents herein is meant a material that can be modified for the 
attachment or association of the nucleic acid probes and is amenable to at least one detection 
method. Often, the substrate may contain discrete individual sites appropriate for individual 
partitioning and identification. The number of possible substrates is very large, and include, but 

25 are not limited to, glass and modified or fimctionalized glass, plastics (including acrylics, 
polystyrene and copolymers of styrene and other materials, polypropylene, polyethylene, 
polybutylene, polyurethanes, TeflonJ, etc.), polysaccharides, nylon or nitrocellulose, resins, 
silica or silica-based materials including silicon and modified silicon, carbon, metals, inorganic 
glasses, plastics, etc. In general, the substrates allow optical detection and do not appreciably 

30 fluoresce. See WO 0055627. 

Generally the substrate is planar, although other configurations of substrates may be 
used as well. For example, the probes may be placed on the inside surface of a tube for flow- 
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through sample analysis to minimize sample volume* Similarly, the substrate may be flexible, 
such as a flexible foam, including closed cell foams made of particular plastics. 

In a preferred embodiment, the surface of the biochip and the probe may be derivatized 
with chemical functional groups for subsequent attachment of the two. Thus, e.g., the biochip is 
5 derivatized with a chemical functional group including, but not limited to, amino groups, 

carboxy groups, oxo groups, and thiol groups, with amino groups being particularly preferred. 
Using these functional groups, the probes can be attached using functional groups on the probes. 
For example, nucleic acids containing amino groups can be attached to surfaces comprising 
amino groups, e.g., using linkers; e.g., homo-or hetero-bifunctional linkers as are well known 

10 (see 1994 Pierce Chemical Company catalog, technical section on cross-linkers, pages 155- 

200). In addition, in some cases, additional linkers, such as alkyl groups (including substituted 
and heteroalkyl groups) may be used. 

In this embodiment, oligonucleotides are synthesized, and then attached to the surface of 
the solid support. Either the 5 1 or 3' terminus may be attached to the solid support, or 

1 5 attachment may be via linkage to an internal nucleoside. In another embodiment, the 
immobilization to the solid support may be very strong, yet non-co valent. For example, 
biotinylated oligonucleotides can be made, which bind to surfaces covalently coated with 
streptavidin, resulting in attachment 

Alternatively, the oligonucleotides may be synthesized on the surface. For example, 

20 photoacti vation techniques utilizing photopolymerization compounds and techniques are used. 
In a preferred embodiment, the nucleic acids can be synthesized in situ, using known 
photohthographic techniques, such as those described in WO 95/25116; WO 95/35505; U.S. 
Patent Nos. 5,700,637 and 5,445,934; and references cited within, all of which are expressly 
incorporated by reference; these methods of attachment form the basis of the Asymetrix 

25 GeneChip™ technology. 

Often, amplification-based assays are performed to measure the expression level of 
cancer-associated sequences. These assays are typically performed in conjunction with reverse 
transcription. In such assays, a cancer-associated nucleic acid sequence acts as a template in an 
amplification reaction (e.g., Polymerase Chain Reaction, or PCR). In a quantitative 

30 amplification, the amount of amplification product will be proportional to the amount of 

template in the original sample. Comparison to appropriate controls provides a measure of the 
amount of cancer-associated RNA- Methods of quantitative amplification are well known. 
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Detailed protocols for quantitative PCR are provided, e.g., in Innis, et al. (1990) PCR Protocols: 
A Guide to Methods and Applications Academic Press. 

In some embodiments, a TaqMan based assay is used to measure expression. TaqMan 
based assays use a fluorogenic oligonucleotide probe that contains a 5 T fluorescent dye and a 3' 
5 quenching agent. The probe hybridizes to a PCR product, but cannot itself be extended due to a 
blocking agent at the 3' end When the PCR product is amplified in subsequent cycles, the 5' 
nuclease activity of the polymerase, e.g., AmpliTaq, results in the cleavage of the TaqMan 
probe. This cleavage separates the 5' fluorescent dye and the 3 T quenching agent, thereby 
resulting in an increase in fluorescence as a function of amplification (see, e.g., literature 

1 0 provided by Perkin-Ehner, e.g., www2.pericin-elmer.com). 

Other suitable amplification methods include, but are not limited to, Iigase chain 
reaction (LCR) (see Wu and Wallace (1989) Genomics 4:560-569. Landegren, et aL (1988) 
Science 241:1077-1080, and Barringer, et al. (1990) Gene 89:1 17-122), transcription 
amplification (Kwoh, et aL (1989) Proc. Natl. Acad. Sci. USA 86:1 173-1 177), self-sustained 

15 sequence replication (Guatelli, et al. (1990) Proc, Natl. Acad. Sci. USA 87:1874-1878), dot 
PCR, linker adapter PCR, etc. 
Expression of cancer proteins from nucleic acids 

In a preferred embodiment, cancer nucleic acids, e.g., encoding cancer proteins, are used 
to make a variety of expression vectors to express cancer proteins which can then be used in 

20 screening assays, as described below. Expression vectors and recombinant DNA technology are 
well known (see, e.g., Ausubel, supra, and Fernandez and Hoeffier (eds. 1999) Gene Expression 
Systems Academic Press) to express proteins. The expression vectors may be either self 
replicating extrachromosomal vectors or vectors which integrate into a host genome. Generally, 
these expression vectors include transcriptional and translational regulatory nucleic acid 

25 operably linked to the nucleic acid encoding the cancer protein. The term "control sequences" 
refers to DNA sequences used for the expression of an operably linked coding sequence in a 
particular host organism. Control sequences that are suitable for prokaryotes, e.g., include a 
promoter, optionally an operator sequence, and a ribosome binding site. Eukaryotic cells are 
known to utilize promoters, polyadenylation signals, and enhancers. 

30 Nucleic acid is "operably linked" when it is placed into a functional relationship with 

another nucleic acid sequence- For example, DNA for a presequence or secretory leader is 
operably linked to DNA for a polypeptide if it is expressed as apreprotein that participates in 
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the secretion of the polypeptide; a promoter or enhancer is operably linked to a coding sequence 
if it affects the transcription of the sequence; or a ribosome binding site is operably linked to a 
coding sequence if it is positioned so as to facilitate translation. Generally, "operably linked" 
means that the DNA sequences being linked are contiguous, and, in the case of a secretory 
leader, contiguous and in reading phase. However, enhancers do not have to be contiguous. 
Linking is typically accomplished by ligation at convenient restriction sites. If such sites do not 
exist, synthetic oligonucleotide adaptors or linkers are used in accordance with conventional 
practice. Transcriptional and translational regulatory nucleic acid will generally be appropriate 
to the host cell used to express the cancer protein. Numerous types of appropriate expression 
vectors and suitable regulatory sequences are known for a variety of host cells. 

In general, transcriptional and translational regulatory sequences may include, but are 
not limited to, promoter sequences, ribosomal binding sites, transcriptional start and stop 
sequences, translational start and stop sequences, and enhancer or activator sequences. In a 
preferred embodiment, the regulatory sequences include a promoter and transcriptional start and 
stop sequences. 

Promoter sequences may be either constitutive or inducible promoters. The promoters 
may be either naturally occurring promoters or hybrid promoters. Hybrid promoters, which 
combine elements of more than one promoter, are also known, and are useful in the present 
invention. 

An expression vector may comprise additional elements. For example, the expression 
vector may have two replication systems, thus allowing it to be maintained in two organisms, 
e.g., in mammalian or insect cells for expression and in a prokaryotic host for cloning and 
amplification. Furthermore, for integrating expression vectors, the expression vector often 
contains at least one sequence homologous to the host cell genome, and preferably two 
homologous sequences which flank the expression construct. The integrating vector may be 
directed to a specific locus in the host cell by selecting the appropriate homologous sequence 
for inclusion in the vector. Constructs for integrating vectors are available. See, e.g., 
Fernandez and HoeflQer, supra; and Kitamura, et al. (1995) Proc. Natl Acad. Sci. USA 92:9146- 
9150. 

In addition, in a preferred embodiment, the expression vector contains a selectable 
marker gene to allow the selection of transformed host cells. Selection genes are well known 
and will vary with the host cell used. 
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The cancer proteins of the present invention are usually produced by culturing a host cell 
transformed with an expression vector containing nucleic acid encoding a cancer protein, under 
the appropriate conditions to induce or cause expression of the cancer protein. Conditions 
appropriate for cancer protein expression will vary with the choice of the expression vector and 
5 the host cell, and will be easily ascertained through routine experimentation or optimization. 
For example, the use of constitutive promoters in the expression vector will require optimizing 
the growth and proliferation of the host cell, while the use of an inducible promoter requires the 
appropriate growth conditions for induction. In addition, in some embodiments, the timing of 
the harvest is important. For example, the baculoviral systems used in insect cell expression are 

10 lytic viruses, and thus harvest time selection can be crucial for product yield. 

Appropriate host cells include yeast, bacteria, archaebacteria, fungi, and insect and 
animal cells, including mammalian cells. Of particular interest are Saccharomyces cerevisiae 
and other yeasts, E. coli, Bacillus subtilis, SO cells, CI 29 cells, 293 cells, Neurospora, BHK, 
CHO, COS, HeLa cells, HUVEC (human umbilical vein endothelial cells), THP1 cells (a 

1 5 macrophage cell line), and various other human cells and cell lines. 

In a preferred embodiment, the cancer proteins are expressed in mammalian cells. 
Mammalian expression systems may be used, and include retroviral and adenoviral systems. 
One expression vector system is a retroviral vector system such as is generally described in 
PCT/US97/01019 and PCT/US97/01048. Of particular use as mammalian promoters are the 

20 promoters from mammalian viral genes, since the viral genes are often highly expressed and 
have a broad host range. Examples include the SV40 early promoter, mouse mammary tumor 
virus LTR promoter, adenovirus major late promoter, herpes simplex virus promoter, and the 
CMV promoter (see, e.g., Fernandez and Hoeffler, supra). Typically, transcription termination 
and polyadenylation sequences recognized by mammalian cells are regulatory regions located 3' 

25 to the translation stop codon and thus, together with the promoter elements, flank the coding 
sequence. Examples of transcription terminator and polyadenlyation signals include those 
derived from S V40. 

Methods of introducing exogenous nucleic acid into mammalian hosts, as well as other 
hosts, are available, and will vary with the host cell used. Techniques include dextran-mediated 
3 0 transfection, calcium phosphate precipitation, polybrene mediated transfection, protoplast 

fusion, electroporation, viral infection, encapsulation of the polynucleotide^) in liposomes, and 
direct microinjection of the DNA into nuclei. 
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In a preferred embodiment, cancer proteins are expressed in bacterial systems. 
Promoters from bacteriophage may also be used. In addition, synthetic promoters and hybrid 
promoters are also useful; e.g., the tac promoter is a hybrid of the tip and lac promoter 
sequences. Furthermore, a bacterial promoter can include naturally occurring promoters of non- 
5 bacterial origin that have the ability to bind bacterial RNA polymerase and initiate transcription. 
In addition to a functioning promoter sequence, an efficient ribosome binding site is desirable. 
The expression vector may also include a signal peptide sequence that provides for secretion of 
the cancer protein in bacteria. The protein is either secreted into the growth media (gram- 
positive bacteria) or into the periplasmic space, located between the inner and outer membrane 

10 of the cell (gram-negative bacteria). The bacterial expression vector may also include a 

selectable marker gene to allow for the selection of bacterial strains that have been transformed 
Suitable selection genes include genes which render the bacteria resistant to drags such as 
ampicillin, chloramphenicol, erythromycin, kanamycin, neomycin, and tetracycline. Selectable 
markers also include biosynthetic genes, such as those in the histidine, tryptophan, and leucine 

15 biosynthetic pathways. These components are assembled into expression vectors. Expression 
vectors for bacteria are well known, and include vectors for Bacillus subtilis, E. coli, 
Streptococcus cremoris, and Streptococcus lividans, among others (e.g., Fernandez and 
Hoeffler, supra). The bacterial expression vectors are transformed into bacterial host cells using 
techniques such as calcium chloride treatment, electroporation, and others. 

20 In one embodiment, cancer proteins are produced in insect cells using, e.g., expression 

vectors for the transformation of insect cells, and in particular, baculo virus-based expression 
vectors. 

In a preferred embodiment, a cancer protein is produced in yeast cells. Yeast expression 
systems are well known, and include expression vectors for Saccharomyces cerevisiae, Candida 
25 albicans and Q maltosa, Hansenula polymorpha, Kluyveromyces fragilis and K, lactis, Pichia 
guillerimondii and P. pastoris, Schizo saccharomyces pombe, and Yarrowia lipolytica. 

The cancer protein may also be made as a fusion protein, using available techniques. 
Thus, e.g., for the creation of monoclonal antibodies, if the desired epitope is small, the cancer 
protein may be fused tp a carrier protein to form an immunogen. Alternatively, the cancer 
30 protein may be made as a fusion protein to increase expression, or for other reasons. For 

example, when the cancer protein is a cancer peptide, the nucleic acid encoding the peptide may 
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be linked to other nucleic acid for expression purposes. Fusion with detection epitope tags can 
be made, e.g., with FLAG, His6, myc, HA, etc. 

In a preferred embodiment, the cancer protein is purified or isolated after expression 
Cancer proteins may be isolated or purified in a variety of ways depending on what other 
5 components are present in the sample and the requirements for purified product, e.g., natural 
conformation or denatured. Standard purification methods include ammonium sulfate 
precipitations, electrophonetic, molecular, immunological, and chromatographic techniques, 
including ion exchange, hydrophobic, affinity, and reverse-phase HPLC chromatography, and 
chromatofocusing. For example, the cancer protein may be purified using a standard anti- 

1 0 cancer protein antibody column. Ultrafiltration and diafiltration techniques, in conjunction with 
protein concentration, are also useful. See, e.g., Walsh (2002) Proteins: Biochemistry and 
Biotechnology Wiley; Hardin, et aL (eds. 2001) Cloning, Gene Expression and Protein 
Purification Oxford Univ. Press; Wilson, et aL (eds. 2000) Encyclopedia of Separation Science 
Academic Press; and Scopes (1993) Protein Purification Springer-Verlag. The degree of 

15 purification necessary will vary depending on the use of the cancer protein. In some instances 
no purification will be necessary. 

Once expressed and purified if necessary, the cancer proteins and nucleic acids are 
useful in a number of applications. They may be used as immunoselection reagents, as vaccine 
reagents, as screening agents, therapeutic entities, for production of antibodies, as transcription 

20 or translation inhibitors, etc. 
Variants of cancer proteins 

Also included within one embodiment of cancer proteins are amino acid variantsof the 
naturally occurring sequences, as determined herein. Preferably, the variants are preferably 
greater than about 75% homologous to the wild-type sequence, more preferably greater than 

25 about 80%, even more preferably greater than about 85%, and most preferably greater than 
90%. In some embodiments the homology will be as high as about 93-95% or 98%. As for 
nucleic acids, homology in this context means sequence similarity or identity, with identity 
being preferred. This homology will be determined using standard techniques, as are outlined 
above for nucleic acid homologies. 

30 Cancer proteins of the present invention may be shorter or longer than the wild type 

amino acid sequences. Thus, in a preferred embodiment, included within the definition of 
cancer proteins are portions or fragments of the wild type sequences herein. In addition, as 
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outlined above, the cancer nucleic acids of the invention may be used to obtain additional 
coding regions, and thus additional protein sequence. 

In one embodiment, the cancer proteins are derivative or variant cancer proteins as 
compared to the wild-type sequence. That is, as outlined more fully below, the derivative 
5 cancer peptide will often contain at least one amino acid substitution, deletion, or insertion, with 
amino acid substitutions being particularly preferred. The amino acid substitution, insertion, or 
deletion may occur at many residue positions within the cancer peptide. 

Also included within one embodiment of cancer proteins of the present invention are 
amino acid sequence variants* These variants typically fall into one or more of three classes: 

10 substitutional, insertional, or deletional variants. These variants ordinarily are prepared by site 
specific mutagenesis of nucleotides in the DNA encoding the cancer protein, using cassette or 
PCR mutagenesis or other techniques, to produce DNA encoding the variant, and thereafter 
expressing the DNA in recombinant cell culture as outlined above. However, variant cancer 
protein fragments having up to about 100-150 residues may be prepared by in vitro synthesis 

1 5 using established techniques. Amino acid sequence variants are characterized by the 

predetermined nature of the variation, a feature that sets them apart from naturally occurring 
allelic or interspecies variation of the cancer protein amino acid sequence. The variants 
typically exhibit a similar qualitative biological activity as a naturally occurring analogue, 
although variants can also be selected which have modified characteristics. 

20 While the site or region for introducing an amino acid sequence variation is often 

predetermined, the mutation per se need not be predetermined For example, in order to 
optimize the performance of a mutation at a given site, random mutagenesis may be conducted 
at the target codon or region and the expressed cancer variants screened for the optimal 
combination of desired activity. Techniques for making substitution mutations at predetermined 

25 sites in DNA having a known sequence are well known, e.g., M13 primer mutagenesis and PCR 
mutagenesis. Screening of mutants is often done using assays of cancer protein activities. 

Amino acid substitutions are typically of single residues; insertions usually will be on 
the order of from about 1-20 amino acids, although considerably larger insertions may be 
tolerated. Deletions generally range from about 1-20 residues, although in some cases deletions 

30 may be much larger. 

Substitutions, deletions, insertions, or combination thereof may be used to arrive at a 
final derivative- Generally these changes are done on a few amino acids to minimize the 
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alteration of the molecule. However, larger changes may be tolerated in certain circumstances. 
When small alterations in the characteristics of the cancer protein are desired, substitutions are 
generally made in accordance with the amino acid substitution relationships described. 

The variants typically exhibit essentially the same qualitative biological activity and will 
elicit the same immune response as a naturally-occurring analog, although variants also are 
selected to modify the characteristics of cancer proteins as needed. Alternatively, the variant 
may be designed such that a biological activity of the cancer protein is altered. For example, 
glycosylation sites may be added, altered, or removed. 

Substantial changes in function or immunological identity are sometimes made by 
selecting substitutions that are less conservative than those described above. For example, 
substitutions may be made which more significantly affect: the structure of the polypeptide 
backbone in the area of the alteration, for example the alpha-helical or beta-sheet structure; the 
charge or hydrophobicity of the molecule at the target site; or the bulk of the side chain. 
Substitutions which generally are expected to produce the greatest changes in the polypeptide's 
properties are those in which (a) a hydrophilic residue, e.g., serine or threone is substituted for 
(or by) a hydrophobic residue, e.g., leucine, isoleucine, phenylalanine, valine, or alanine; (b) a 
cysteine or proline is substituted for (or by) another residue; (c) a residue having an 

i 

electropositive side chain, e.g., lysine, arginine, or histidine, is substituted for (or by) an 
electronegative residue, e.g., glutamic or aspartic acid; (d) a residue having a bulky side chain, 
e.g., phenylalanine, is substituted for (or by) one not having a side chain, e.g., glycine; or (e) a 
proline residue is incorporated or substituted, which changes the degree of rotational freedom of 
the peptidyl bond. 

Variants typically exhibit a similar qualitative biological activity and will elicit the same 
immune response as the naturally-occurring analog, although variants also are selected to 
modify the characteristics of the skin cancer proteins as needed. Alternatively, the variant may 
be designed such that the biological activity of the cancer protein is altered For example, 
glycosylation sites may be altered or removed. 

Covalent modifications of cancer polypeptides are included within the scope of this 
invention. One type of covalent modification includes reacting targeted amino acid residues of 
a cancer polypeptide with an organic derivatizing agent that is capable of reacting with selected 
side chains or the N-or C-terminal residues of a cancer polypeptide. Derivatization with 
bifiinctional agents is useful, for instance, for crosslinking cancer polypeptides to a water- 
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insoluble support matrix or surface for use in a method for purifying anti-cancer polypeptide 
antibodies or screening assays, as is more fully described below. Commonly used crosslinking 
agents include, e.g., l,l-bis(diazoacetyl)-2-phenylethane, glutaraldehyde, N- 
hydroxysuccinimide esters, e.g., esters with 4-azidosalicyIic acid, homobifimctional 
5 imidoesters, including disuccinimidyl esters such as S^'-dithiobisCsucciniinidylpropionate), 
bifiinctional maleimides such as bis-N-malrimido-1 ,8-octane and agents such as methyl-3-((p- 
azidophenyl)dithio)propioimidate. 

Other modifications include deamidation of glutaminyl and asparaginyl residues to the 
corresponding glutamyl and aspartyl residues, respectively, hydroxylation of proline and lysine, 

10 phosphorylation of hydroxyl groups of serinyl, threonyl, or tyrosyl residues, methylation of the 
amino groups of the lysine, arginine, and histidine side chains (e.g., pp. 79-86, Creighton (1992) 
Proteins: Structure and Molecular Properties Freeman), acetylation of the N-terminal amine, 
and amidation of a C-terminal carboxyl group. 

Another type of covalent modification of the cancer polypeptide included within the 

15 scope of this invention comprises altering the native glycosylation pattern of the polypeptide. 
"Altering the native glycosylation pattern" is intended for purposes herein to mean deleting one 
or more carbohydrate moieties found in native sequence cancer polypeptide, and/or adding one 
or more glycosylation sites that are not present in the native sequence cancer polypeptide. 
Glycosylation patterns can be altered in many ways. Different cell types to express cancer- 

20 associated sequences can result in different glycosylation patterns. 

Addition of glycosylation sites to cancer polypeptides may also be accomplished by 
altering the amino acid sequence thereof. The alteration may be made, e.g., by the addition of, 
or substitution by, one or more serine or threonine residues to the native sequence cancer 
polypeptide (for Olinked glycosylation sites). The cancer amino acid sequence may optionally 

25 be altered through changes at the DNA level, particularly by mutating the DNA encoding the 
cancer polypeptide at preselected bases such that codons are generated that will translate into 
the desired amino acids. 

Another means of increasing the number of carbohydrate moieties on the cancer 
polypeptide is by chemical or enzymatic coupling of glycosides to the polypeptide. See, e.g., 

30 WO 87/05330; pp. 259-306 in Aplin and Wriston (1981) CRC Crit. Rev. Biochem. 

Removal of carbohydrate moieties present on the cancer polypeptide may be 
accomplished chemically or enzymatically or by mutational substitution of codons encoding for 
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amino acid residues that serve as targets for glycosylatioiL Chemical deglycosylation 
techniques are applicable. See, e.g., Sojar and Bahl (1987) Arch. Biochem. Biophvs. 259:52-57 
and Edge, et aL (1981) Anal. Biochem. 118:131-137. Enzymatic cleavage of carbohydrate 
moieties on polypeptides can be achieved by the use of a variety of endo-and exo-glycosidases. 
See, e.g., Thotakura, et aL (1987) Meth. EnzvmoL 138:350-359. 

Another type of covalent modification of cancer comprises linking the cancer 
polypeptide to one of a variety of nonproteinaceous polymers, e.g., polyethylene glycol, 
polypropylene glycol, or polyoxyalkylenes, in the manner set forth in U.S. Patent Nos. 
4,640,835; 4,496,689; 4,301,144; 4,670,417; 4,791,192, or 4,179,337. 

Cancer polypeptides of the present invention may also be modified in a way to form 
chimeric molecules comprising a cancer polypeptide fused to another heterologous polypeptide 
or amino acid sequence. In one embodiment, such a chimeric molecule comprises a fusion of a 
cancer polypeptide with a tag polypeptide which provides an epitope to which an anti-tag 
antibody can selectively bind. The epitope tag is generally placed at the amino-or carboxyl- 
terminus of the cancer polypeptide. The presence of such epitope-tagged forms of a cancer 
polypeptide can be detected using an antibody against the tag polypeptide. Also, provision of 
the epitope tag enables the cancer polypeptide to be readily purified by affinity purification 
using an anti-tag antibody or another type of affinity matrix that binds to the epitope tag. lu an 
alternative embodiment, the chimeric molecule may comprise a fusion of a cancer polypeptide 
with an immunoglobulin or a particular region of an immunoglobulin. For a bivalent form of 
the chimeric molecule, such a fusion could be to the Fc region of an IgG molecule. 

Various tag polypeptides and their respective antibodies are available. Examples" 
include poly-histidine (poly-his) or poly-histidine-glycine (poly-his-gly) tags; HIS6 and metal 
chelation tags, the flu HA tag polypeptide and its antibody 12CA5 (Field, et aL (1988) MoL 
Cell, BioL 8:2159-2165); the c-myc tag and the 8F9, 3C7, 6E10, G4, B7, and 9E10 antibodies 
thereto (Evan, et aL (1985) Molecular and Cellular Biology 5:3610-3616); and the Herpes 
Simplex virus glycoprotein D (gD) tag and its antibody (Paborsky, et al. (1990) Protein 
Engineering 3(6):547-553). Other tag polypeptides include the Flag-pep tide (Hopp, et aL 
(1988) BioTechnology 6:1204-1210); the KT3 epitope peptide (Martin, et al. (1992) Science 
255:192-194); tubulin epitope peptide (Skinner, et aL (1991) J. BioL Chem. 266:15163-15166); 
and the T7 gene 10 protein peptide tag (Lutz-Freyermuth, et aL (1990) Proc. Natl. Acad, Sci. 
USA 87:6393-6397). 
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Also included are other cancer proteins of the cancer family, and cancer proteins from 
other organisms, which are cloned and expressed as outlined below. Thus, probe or degenerate 
polymerase chain reaction (PCR) prima: sequences may be used to find other related cancer 
proteins from humans or other organisms. Particularly useful probe and/or PCR primer 
5 sequences include the unique areas of the cancer nucleic acid sequence. Preferred PCR primers 
are from about 15-35 nucleotides in length, with from about 20-30 being preferred, and may 
contain inosine as needed. The conditions for PCR reaction have been well described (e.g., 
Innis, PCR Protocols, supra). 

In addition, cancer proteins can be made that are longer than those encoded by the 

10 nucleic acids of the Tables, e.g., by the elucidation of extended sequences, the addition of 
epitope or purification tags, the addition of other fusion sequences, etc. 

Cancer proteins may also be identified as being encoded by cancer nucleic acids* Thus, 
cancer proteins are encoded by nucleic acids that will hybridize to the sequences of the 
sequence listings, or their complements, as outlined herein. 

1 5 Antibodies to cancer proteins 

In a preferred embodiment, when the cancer protein is to be used to generate antibodies, 
e.g., for immunotherapy or immunodiagnosis, the cancer protein should share at least one 
epitope or determinant with the full length protein- By "epitope" or "determinant" herein is 
typically meant a portion of a protein which will generate and/or bind an antibody or T-ceil 

20 receptor in the context of MHC. Thus, in most instances, antibodies made to a smaller cancer 
protein will be able to bind to the full-length protein, particularly linear epitopes. In a preferred 
embodiment, the epitope is unique; that is, antibodies generated to a unique epitope show little 
or no cross-reactivity. In a preferred embodiment, the epitope is selected from a protein 
sequence set out in the tables. 

25 Methods of preparing polyclonal antibodies exist (e.g., Coligan, supra; and Harlow and 

Lane, supra). Polyclonal antibodies can be raised in a mammal, e.g., by one or more injections 
of an immunizing agent and, if desired, an adjuvant Typically, the immunizing agent and/or 
adjuvant will be injected in the mammal by multiple subcutaneous or intraperitoneal injections. 
The immunizing agent may include a protein encoded by a nucleic acid of Tables 2A-80 or 

3 0 fragment thereof or a fusion protein thereof It may be useful to conjugate the immunizing 
agent to a protein known to be immunogenic in the mammal being immunized. Examples of 
such immunogenic proteins include but are not limited to keyhole limpet hemocyanin, serum 
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albumin, bovine thyroglobulin, and soybean trypsin inhibitor. Examples of adjuvants which 
maybe employed include Freund's complete adjuvant and MPL-TDM adjuvant 
(monophosphoryl Lipid A, synthetic trehalose dicorynomycolate). Various immunization 
protocols may be used. 

The antibodies may, alternatively, be monoclonal antibodies. Monoclonal antibodies 
may be prepared using hybridoma methods, such as those described by Kohler and Milstein 
(1975) Nature 256:495. In a hybridoma method, a mouse, hamster, or other appropriate host 
animal, is typically immunized with an immunizing agent to elicit lymphocytes that produce or 
are capable of producing antibodies that will specifically bind to the immunizing agent 
Alternatively, the lymphocytes may be immunized in vitro. The immunizing agent will 
typically include a polypeptide encoded by a nucleic acid of the tables or fragment thereof, or a 
fusion protein thereof. Generally, either peripheral blood lymphocytes ("PBLs") are used if 
cells of human origin are desired, or spleen cells or lymph node cells are used if non-human 
mammalian sources are desired The lymphocytes are then fused with an immortalized cell line 
using a suitable fusing agent, such as polyethylene glycol, to fonn a hybridoma cell (e.g., pp. 
59-103 in Goding (1986) Monoclonal Antibodies: Principles and Practice Academic Press). 
Immortalized cell lines are usually transformed mammalian cells, particularly myeloma cells of 
rodent, bovine, or human origin. Usually, rat or mouse myeloma cell lines are employed. The 
hybridoma cells may be cultured in a suitable culture medium that preferably contains one or 
more substances that inhibit the growth or survival of the unfused, immortalized cells* For 
example, if the parental cells lack the enzyme hypoxanthine guanine phosphoribosyl transferase 
(HGPRT or HPRT), the culture medium for the hybridomas typically will include 
hypoxanthine, aminopterin, and thymidine ("HAT medium"), which substances prevent the 
growth of HGPRT-deficient cells. 

In one embodiment, the antibodies are bispecific antibodies. Bispecific antibodies are 
monoclonal, preferably human or humanized, antibodies that have binding specificities for at 
least two different antigens or that have binding specificities for two epitopes on the same 
antigen. In one embodiment, one of the binding specificities is for a protein encoded by a 
nucleic acid of the tables or a fragment thereof, the other one is for another antigen, and 
preferably for a cell-surface protein or receptor or receptor subunit, preferably one that is tumor 
specific. Alternatively, tetramer-type technology may create multivalent reagents. 
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In a preferred embodiment, the antibodies to cancer protein are capable of reducing or 
eliminating a biological function of a cancer protein, in a naked form or conjugated to an 
effector moiety, as is described below. That is, the addition of anti-cancer protein antibodies 
(either polyclonal or preferably monoclonal) to cancer tissue (or cells containing cancer) may 
5 reduce or eliminate the cancer. Generally, at least a 25% decrease in activity, growth, size, or 
the like is preferred, with at least about 50% being particularly preferred and about a 95-100% 
decrease being especially preferred. 

In a preferred embodiment the antibodies to the cancer proteins are humanized 
antibodies (e.g., Xenerex Biosciences, Medarex, Inc., Abgenix, Inc., Protein Design Labs, Inc.) 

10 Humanized forms of non-human (e.g., murine) antibodies are chimeric molecules of 

immunoglobulins, immunoglobulin chains or fragments thereof (such as Fv, Fab, Fab 1 , F(ab')2 
or other antigen-binding subsequences of antibodies) which contain minimal sequence derived 
from non-human immunoglobulin. Humanized antibodies include human immunoglobulins 
(recipient antibody) in which residues from a complementary determining region (CDR) of the 

15 recipient are replaced by residues from a CDR of a non-human species (donor antibody) such as 
mouse, rat, or rabbit having the desired specificity, affinity, and capacity. In some instances, Fv 
framework residues of a human immunoglobulin are replaced by corresponding non-human 
residues. Humanized antibodies may also comprise residues which are found neither in the 
recipient antibody nor in the imported CDR or framework sequences. In general, a humanized 

20 antibody will comprise substantially all of at least one, and typically two, variable domains, in 
which all or substantially all of the CDR regions correspond to those of a non-human 
immunoglobulin and all or substantially all of the framework (FR) regions are those of a human 
immunoglobulin consensus sequence. The humanized antibody optimally also will typically 
comprise at least a portion of an immunoglobulin constant region (Fc), typically that of a human 

25 immunoglobulin (Jones, et aL (1986) Nature 321:522-525; Riechmann, et aL (1988) Nature 
332:323-329; and Presta (1992) Curr. On, Struct Biol. 2:593-596). Humanization can be 
essentially performed following the method of Winter and co-workers (Jones, et aL (1986) 
Nature 321:522-525; Riechmann, et aL (1988) Nature 332:323-327; Verhoeyen, et aL (1988) 
Science 239:1534-1536), by substituting rodent CDRs or CDR sequences for corresponding 

30 sequences of a human antibody. Accordingly, such humanized antibodies are chimeric 

antibodies (U.S. Patent No. 4,816,567), wherein substantially less than an intact human variable 
domain has been substituted by corresponding sequence from a non-human species. 
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Human antibodies can also be produced using phage display libraries (Hoogenboom and 
Winter (1992) J. Mol. BioL 227:381-388: Marks, etal. (1991) LMoLBioL 222:581-597) or 
human monoclonal antibodies (e.g., p. 77, Cole, et aL in Reisfeld and Sell (1985) Monoclonal 
Antibodies and Cancer Therapy Liss; and Boerner, et al. (1991) J, Immunol. 147:86-95). 
5 Similarly, human antibodies can be made by introducing human immunoglobulin loci into 
transgenic animals, e.g., mice in which the endogenous immunoglobulin genes have been 
partially or completely inactivated. Upon challenge, human antibody production is observed, 
which closely resembles that seen in humans in nearly all respects, including gene 
rearrangement, assembly, and antibody repertoire. This approach is described, e.g., in U.S. 

10 Patent Nos. 5,545,807; 5,545,806; 5,569,825; 5,625,126; 5,633,425; 5,661,016, and in the 

following scientific publications: Marks, et al. (1992) Bio/Technology 10:779-783; Loriberg, et 
al. (1994) Nature 368:856-859; Morrison (1994) Nature 368:812-13; Fishwild, et al. (1996) 
Nature Biotechnology 14:845-851; Neuberger (1996) Nature Biotechnology 14:826; and 
Loriberg and Huszar (1995) Intern Rev. Immunol. 13:65-93. 

15 By immunotherapy is meant treatment of cancer with an antibody raised against cancer 

proteins. As used herein, immunotherapy can be passive or active. Passive immunotherapy as 
defined herein is the passive transfer of antibody to a recipient (patient). Active immunization 
is the induction of antibody and/or T-cell responses in a recipient (patient). Induction of an 
immune response is the result of providing the recipient with an antigen to which antibodies are 

20 raised. The antigen may be provided by injecting a polypeptide against which antibodies are 
desired to be raised into a recipient, or contacting the recipient with a nucleic acid capable of 
expressing the antigen and under conditions for expression of the antigen, leading to an immune 
response. 

In a preferred embodiment the cancer proteins against which antibodies are raised are 
25 secreted proteins as described above. Without being bound by theory, antibodies used for 
treatment may bind and prevent the secreted protein from binding to its receptor, thereby 
inactivating the secreted cancer protein, e.g,, in autocrine signaling. 

In another preferred embodiment, the cancer protein to which antibodies are raised is a 
transmembrane protein. Without being bound by theory, antibodies used for treatment may 
30 bind the extracellular domain of the cancer protein and prevent it from binding to other proteins, 
such as circulating ligands or cell-associated molecules. The antibody may cause down- 
regulation of the transmembrane cancer protein. The antibody may be a competitive, non- 
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competitive or uncompetitive inhibitor of protein binding to the extracellular domain of the 
cancer protein. The antibody may also be an antagonist of the cancer protein. Further, the 
antibody may prevent activation of the transmembrane cancer protein, or may induce or 
suppress a particular cellular pathway. In one aspect, when the antibody prevents the binding of 
5 other molecules to the cancer protein, the antibody prevents growth of the cell. The antibody 
may also be used to target or sensitize the cell to cytotoxic agents, including, but not limited to 
TNF-oc, TNF-p, IL-1, ENF-y, and IL-2, or chemotherapeutic agents including 5FU, vinblastine, 
actinomycin D, cisplatin, methotrexate, and the like. In some instances the antibody may 
belong to a sub-type that activates serum complement when complexed with the transmembrane 
1 0 protein thereby mediating cytotoxicity or antigen-dependent cytotoxicity (ADCC). Thus, 
cancer may be treated by administering to a patient antibodies directed against the 
transmembrane cancer protein- Antibody-labeling may activate a co-toxin, localize a toxin 
payload, target a drug loaded liposome, or otherwise provide means to locally ablate cells. 

In another preferred embodiment, the antibody is conjugated to an effector moiety. The 
15 effector moiety can be various molecules, including labeling moieties such as radioactive labels 
or fluorescent labels, or can be a therapeutic moiety. In one aspect the therapeutic moiety is a 
small molecule that modulates the activity of a cancer protein. In another aspect the therapeutic 
moiety may modulate the activity of molecules associated with or in close proximity to a cancer 
protein. The therapeutic moiety may inhibit enzymatic or signaling activity such as protease or 
20 collagenase or protein kinase activity associated with cancer, or be an attractant of other cells, 
such as NK cells. See, e.g., USSN 09/544,494. 

In a preferred embodiment, the therapeutic moiety can also be a cytotoxic agent, in this 
method, targeting the cytotoxic agent to cancer tissue or cells results in a reduction in the 
number of afflicted cells, thereby reducing symptoms associated with cancer. Cytotoxic agents 
25 are numerous and varied and include, but are not limited to, cytotoxic drugs or toxins or active 
fragments of such toxins. Suitable toxins and their corresponding fragments include diphtheria 
A chain, exotoxin A chain, ricin A chain, abrin A chain, curcin, crotia, phenomycin, enomycin, 
saporin, auristatin, and the like. Cytotoxic agents also include radiochemicals made by 
conjugating radioisotopes to antibodies raised against cancer proteins, or binding of a 
30 radionuclide to a chelating agent that has been covalently attached to the antibody. Targeting 
the therapeutic moiety to transmembrane cancer proteins not only serves to increase the local 
concentration of therapeutic moiety in the cancer afflicted area, but also serves to reduce 

51 



WO 03/042661 



PCT/US02/36810 



deleterious side effects that may be associated with the untargeted therapeutic moiety. 
Antibody fragments may be used to target toxin loaded liposomes. 

In another preferred embodiment, the cancer protein against which the antibodies are 
raised is an intracellular protein. In this case, the antibody may be conjugated to a protein 
5 which facilitates entry into the cell. In one case, the antibody enters the cell by endocytosis. In 
another embodiment, a nucleic acid encoding the antibody is administered to the individual or 
cell. Moreover, wherein the cancer protein can be targeted within a cell, e.g., the nucleus, an 
antibody thereto may contain a signal for that target localization, e.g., a nuclear localization 
signal. 

10 The cancer antibodies of the invention specifically bind to cancer proteins. By 

"specifically bind" herein is meant that the antibodies bind to the protein with a of at least 
about 0.1 mM, more usually at least about 1 /iM, preferably at least about 0.1 /iM or better, and 
most preferably, 0.01 jiM or better. Selectivity of binding to the specific target and not to 
related sequences is often also important. 

15 Detection of cancer sequence for diagnostic and therapeutic applications 

In one aspect, the RNA expression levels of genes are determined for different cellular 
states in the cancer phenotype. Expression levels of genes in normal tissue (e.g., not 
undergoing cancer) and in cancer tissue (and in some cases, for varying severities of cancer that 
relate to prognosis, as outlined below), or in non-malignant disease are evaluated to provide 

20 expression profiles. A gene expression profile of a particular cell state or point of development 
is essentially a "fingerprint" of the state of the cell. While two states may have a particular gene 
similarly expressed, the evaluation of a number of genes simultaneously allows the generation 
of a gene expression profile that is reflective of the state of the cell. By comparing expression 
profiles of cells in different states, information regarding which genes are important (including 

25 both up- and down-regulation of genes) in each of these states is obtained. Then, diagnosis may 
be performed or confirmed to determine whether a tissue sample has the gene expression profile 
of normal or cancerous tissue. This will provide for molecular diagnosis of related conditions. 

"Differential expression," or grammatical equivalents as used herein, refers to qualitative 
or quantitative differences in the temporal and/or cellular gene expression patterns within and 

30 among cells and tissue. Thus, a differentially expressed gene can qualitatively have its 

expression altered, including an activation or inactivation, in, e.g., normal versus cancer tissue. 
Genes may be turned on or turned off in a particular state, relative to another state thus 
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permitting comparison of two or more states. A qualitatively regulated gene will exhibit an 
expression pattern within a state or cell type which is detectable by standard techniques. Some 
genes will be expressed in one state or cell type, hut not in both. Alternatively, the difference in 
expression may be quantitative, e.g., in that expression is increased or decreased; e.g., gene 
5 expression is either upregulated, resulting in an increased amount of transcript, or 

downregulated, resulting in a decreased amount of transcript. The degree to which expression 
differs need only be large enough to quantify via standard characterization techniques as 
outlined below, such as by use of Affymetrix GeneChip™ expression arrays. See, Lockhart 
(1996) Nature Biotechnology 14:1675-1680. Other techniques include, but are not limited to, 

1 0 quantitative reverse transcriptase PCR, northern analysis, and RNase protection. As outlined 
above, preferably the change in expression (e.g., upregulation or downregulation) is at least 
about 50%, more preferably at least about 100%, more preferably at least about 150%, more 
' preferably at least about 200%, with from 300 to at least 1000% being especially preferred. 
Evaluation may be at the gene transcript or the protein level. The amount of gene 

1 5 expression may be monitored using nucleic acid probes to the RNA or DNA equivalent of the 
gene transcript, and the quantification of gene expression levels, or, alternatively, the final gene 
product itself (protein) can be monitored, e.g., with antibodies to the cancer protein and standard 
immunoassays (ELK As, etc.) or other techniques, including mass spectroscopy assays, 2D gel 
electrophoresis assays, etc. Proteins corresponding to cancer genes, e.g., those identified as 

20 being important in a cancer or disease phenotype, can be evaluated in a cancer diagnostic test 
In a preferred embodiment, gene expression monitoring is performed simultaneously on a 
number of genes. Multiple protein expression monitoring can be performed as well. 

In this embodiment, the cancer nucleic acid probes are attached to biocMps as outlined 
herein for the detection and quantification of cancer sequences in a particular cell. The assays 

25 are further described below in the example. PGR techniques can be used to provide greater 
sensitivity. 

In a preferred embodiment nucleic acids encoding the cancer protein are detected. 
Although DNA or RNA encoding the cancer protein may be detected, of particular interest are 
methods wherein an niRNA encoding a cancer protein is detected. Probes to detect mRNA can 
30 be a nucleotide/deoxynucleotide probe that is complementary to and hybridizes with the mRNA 
and includes, but is not limited to, oligonucleotides, cDNA, or RNA. Probes also should 
contain a detectable label, as defined herein. In one method the mRNA is detected after 
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immobilizing the nucleic acid to be examined on a solid support such as nylon membranes and 
hybridizing the probe with the sample. Following washing to remove the non-specifically 
bound probe, the label is detected. In another method, detection of the mRNA is performed in 
situ. In this method penneabilized cells or tissue samples are contacted with a detectably 
5 labeled nucleic acid probe for sufficient time to allow the probe to hybridize with the target 
mRNA. Following washing to remove the non-specifically bound probe, the label is detected. 
For example a digoxygenin labeled riboprobe (RNA probe) that is complementary to the mRNA 
encoding a cancer protein is detected by binding the digoxygenin with an anti-digoxygenin 
secondary antibody and developed with nitro blue tetrazolium and 5-bromo-4~chloro-3-indoyl 
10 phosphate. 

In a preferred embodiment, various proteins from the three classes of proteins as 
described herein (secreted, transmembrane, or intracellular proteins) are used in diagnostic 
assays. The cancer proteins, antibodies, nucleic acids, modified proteins, and cells containing 
cancer sequences are used in diagnostic assays. This can be performed on an individual gene or 

15 corresponding polypeptide level, In a preferred embodiment, the expression profiles are used, 
preferably in conjunction with high throughput screening techniques to allow monitoring for 
expression profile genes and/or corresponding polypeptides. 

As described and defined herein, cancer proteins, including intracellular, 
transmembrane, or secreted proteins, find use as markers of cancer, e.g., for prognostic or 

20 diagnostic purposes. Detection of these proteins in putative cancer tissue allows for detection, 
prognosis, or diagnosis of cancer or similar disease, and for selection of therapeutic strategy. In 
one embodiment, antibodies are used to detect cancer proteins. A preferred method separates 
proteins from a sample by electrophoresis on a gel (typically a denaturing and reducing protein 
gel, but may be another type of gel, including isoelectric focusing gels and the like). Following 

25 separation of proteins, the cancer protein is detected, e.g., by immunoblotting with antibodies 
raised against the cancer protein. 

In another preferred method, antibodies to file cancer protein find use in in situ imaging 
techniques, e.g., in histology. See, e.g., Asai, et aL (eds. 1993) Methods in Cell Biology: 
Antibodies in Cell Biology (voL 37) Academic Press. In this method, cells are contacted with 

30 from one to many antibodies to the cancer protein(s). Following washing to remove non- 
specific antibody binding, the presence of the antibody or antibodies is detected. In one 
embodiment the antibody is detected by incubating with a secondary antibody that contains a 
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detectable label. In another method the primary antibody to the cancer protein(s) contains a 
detectable label, e.g., an enzyme marker that can act on a substrate. In another preferred 
embodiment each one of multiple primary antibodies contains a distinct and detectable label. 
This method finds particular use in simultaneous screening for a plurality of cancer proteins. 
5 Many other histological imaging techniques are also provided by the invention. 

In a preferred embodiment the label is detected in a fluorometer which has the ability to 
detect and distinguish emissions of different wavelengths. In addition, a fluorescence activated 
cell sorter (FACS) can be used in the method. 

In another preferred embodiment, antibodies find use in diagnosing cancer from blood, 

10 serum, plasma, stool, and other samples. Such samples, therefore, are useful as samples to be 
probed or tested for the presence of cancer proteins. Antibodies can be used to detect a cancer 
protein by previously described immunoassay techniques including ELESA, immunoblotting 
(western blotting), immunoprecipitation, BIACORB technology and the like. Conversely, the 
presence of antibodies may indicate an immune response against an endogenous cancer protein. 

15 hi apreferred embodiment, in situ hybridization of labeled cancer nucleic acid probes to 

tissue arrays is done. For example, arrays of tissue samples, including cancer tissue and/or 
normal tissue, are made, hi situ hybridization (see, e.g., Ausubel, supra) is then performed. 
When comparing the fingerprints between an individual and a standard, a diagnosis, a 
prognosis, or a prediction maybe based on the findings. It is further understood that the genes 

20 which indicate the diagnosis may differ from those which indicate the prognosis and molecular 
profiling of the condition of the cells may lead to distinctions between responsive or refractory 
conditions or may be predictive of outcomes. 

In a preferred embodiment, the cancer proteins, antibodies, nucleic acids, modified 
proteins, and cells containing cancer sequences are used in prognosis assays. As above, gene 

25 expression profiles can be generated that correlate to cancer, clinical, pathological, or other 
information, in terms of long term prognosis. Again, this may be done on either a protein or 
gene level, with the use of genes being preferred. Single or multiple genes may be useful in 
various combinations. As above, cancer probes may be attached to biocbips for the detection 
and quantification of cancer sequences in a tissue or patient. The assays proceed as outlined 

30 above for diagnosis. PCR method may provide more sensitive and accurate quantification. 
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Assays for therapeutic compounds 

In a preferred embodiment, the proteins, nucleic acids, and antibodies as described 
herein are used in drug screening assays. The cancer proteins, antibodies, nucleic acids, 
modified proteins, and cells containing cancer sequences are used in drug screening assays or 
by evaluating the effect of drug candidates on a "gene expression profile" or expression profile 
of polypeptides. In a preferred embodiment, the expression profiles are used, preferably in 
conjunction with high throughput screening techniques, to allow monitoring for expression 
profile genes after treatment with a candidate agent (e.g., Zlokarnik, et aL (1998) Science 
279:84-88; Heid (1996) Genome Res. 6:986-994. 

In a preferred embodiment, the cancer proteins, antibodies, nucleic acids, modified 
proteins and cells containing the native or modified cancer proteins are used in screening 
assays. That is, the present invention provides novel methods for screening for compositions 
which modulate the cancer phenotype or an identified physiological function of a cancer 
protein. As above, this can be done on an individual gene level or by evaluating the effect of 
drug candidates on a "gone expression profile". In a preferred embodiment, the expression 
profiles are used, preferably in conjunction with high throughput screening techniques, to allow 
monitoring for expression profile genes after treatment with a candidate agent, see Zlokarnik, 
supra. 

Having identified the differentially expressed genes herein, a variety of assays may be 
performed. In a preferred embodiment, assays may be run on an individual gene or protein 
level. That is, having identified a particular gene as up regulated in cancer, test compounds can 
be screened for the ability to modulate gene expression or for binding to the cancer protein. 
"Modulation" thus includes both an increase and a decrease in gene expression. The preferred 
amount of modulation will depend on the original change of the gene expression in normal 
versus tissue undergoing cancer, with changes of at least 10%, preferably 50%, more preferably 

100-300%, and in some embodiments 300-1000% or greater. Thus, if a gene exhibits a 4-fold 

# 

increase in cancer tissue compared to normal tissue, a decrease of about four-fold is often 
desired; similarly, a 10-fold decrease in cancer tissue compared to normal tissue often provides 
a target value of a 10-fold increase in expression to be induced by the test compound. 

The amount of gene expression may be monitored using nucleic acid probes and the 
quantification of gene expression levels, or, alternatively, the gene product itself can be 
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monitored, e.g., through the use of antibodies to the cancer protein and standard immunoassays. 
Proteomics and separation techniques may also allow quantification of expression. 

In a preferred embodiment, gene expression or protein monitoring of a number of 
entities, e.g., an expression profile, is monitored simultaneously. Such profiles will typically 
5 involve a plurality of those entities described herein. 

In this embodiment, the cancer nucleic acid probes are attached to biochips as outlined 
herein for the detection and quantification of cancer sequences in a particular cell. 
Alternatively, PCR may be used. Thus, a series, e.g., of microtiter plate, may be used with 
dispensed primers in desired wells. A PCR reaction can then be performed and analyzed for 
10 each well. 

Modulators of cancer 

Expression monitoring can be performed to identify compounds mat modify the 
expression of one or more cancer-associated sequences, e.g., a polynucleotide sequence set out 

15 in the tables. Generally, in a preferred embodiment, a test modulator is added to the cells prior 
to analysis. Moreover, screens are also provided to identify agents that modulate cancer, 
modulate cancer proteins, bind to a cancer protein, or interfere with the binding of a cancer 
protein and an antibody or other binding partner. 

The term "test compound" or "drug candidate" or "modulator" or grammatical 

20 equivalents as used herein describes a molecule, e.g., protein, oligopeptide, small organic 
molecule, polysaccharide, polynucleotide, etc., to be tested for the capacity to directly or 
indirectly alter the cancer phenotype or the expression of a cancer sequence, e.g., a nucleic acid 
or protein sequence. In preferred embodiments, modulators alter expression profiles, or 
expression profile nucleic acids or proteins provided herein. In one embodiment, the modulator 

25 suppresses a cancer phenotype, e.g., to a normal or non-malignant tissue fingerprint. In another 
embodiment, a modulator induced a cancer phenotype. Generally, a plurality of assay mixtures 
are ran in parallel with different agent concentrations to obtain a differential response to the 
various concentrations. Typically, one of these concentrations serves as a negative control, e.g., 
at zero concentration or below the level of detection. 

30 Drug candidates encompass numerous chemical classes, though typically they are 

organic molecules, preferably small organic compounds having a molecular weight of more 
than 100 and less than about 2,500 daltons. Preferred small molecules are less than 2000, or 
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less than 1500, or less than 1000, or less than 500 D. Candidate agents comprise functional 
groups necessary for structural interaction with proteins, particularly hydrogen bonding, and 
typically include at least an amine, carbonyl, hydroxyl or carboxyl group, preferably at least two 
of the functional chemical groups. The candidate agents often comprise cyclical carbon or 

5 heterocyclic structures and/or aromatic or polyaromatic structures substituted with one or more 
of the above functional groups. Candidate agents are also found among biomolecules including 
peptides, saccharides, fatty acids, steroids, purines, pyrimidines, derivatives, structural analogs, 
or combinations thereof. Particularly preferred are peptides. 

In one aspect, a modulator will neutralize the effect of a cancer protein. By "neutralize" 

10 is meant that activity of a protein is inhibited or blocked and the consequent effect on the cell. 

In certain embodiments, combinatorial libraries of potential modulators will be screened 
for an ability to bind to a cancer polypeptide or to modulate activity. Conventionally, new 
chemical entities with useful properties are generated by identifying a chemical compound 
(called a "lead compound") with some desirable property or activity, e.g., inhibiting activity, 

15 creating variants of the lead compound, and evaluating the property and activity of those variant 
compounds. Often, high throughput screening (HTS) methods are employed for such an 
analysis. See, e.g., Janzen f2002) High Throughput Screeninp ;: Methods and Protocols 
Humana; Devlin (ed. 1997) High Throughput Screening: The Discovery of Bioactive 
Substances Dekker; and Mei and Czarnik (eds. 2002) Integrated Drug Discovery Techniques 

20 Dekker. 

In one preferred embodiment, high throughput screening methods involve providing a 
library containing a large number of potential therapeutic compounds (candidate compounds). 
Such "combinatorial chemical libraries" are then screened in one or more assays to identify 
those library members (particular chemical species or subclasses) that display a desired 

25 characteristic activity. The compounds thus identified can serve as conventional "lead 
compounds" or can themselves be used as potential or actual therapeutics. 

A combinatorial chemical library is a collection of diverse chemical compounds 
generated by either chemical synthesis or biological synthesis by combining a number of 
chemical "building blocks" such as reagents. For example, a linear combinatorial chemical 

30 library, such as a polypeptide (e.g., mutein) library, is formed by combining a set of chemical 
building blocks called amino acids in every possible way for a given compound length (e.g., the 
number of amino acids in a polypeptide compound). Millions of chemical compounds can be 
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synthesized through such combinatorial mixing of chemical building blocks (Gallop, et aL 
(1994 ) J. Med. Chem. 37:1233-1251). 

Preparation and screening of combinatorial chemical libraries is well known. Such 
combinatorial chemical libraries include, but are not limited to, peptide libraries (see, e.g., U.S. 
Patent No. 5,010,175, Furka (1991) Pept Prot. Res. 37:487-493, Houghton, et al. (1991) Nature 
354:84-88), peptoids (PCT Publication No WO 91/19735), encoded peptides (PCT Publication 
WO 93/20242), random bio-oligomers (PCT Publication WO 92/00091), benzodiazepines (U.S. 
Pat. No. 5,288,514), diversomers such as hydantoins, benzodiazepines and dipeptides (Hobbs, et 
al. (1993) Proc. Natl. Acad. Sci. USA 90:6909-6913, vinylogous polypeptides (Hagihara, et al. 
( 1992 ) J. Amer. Chem. Soc. 114:6568-570), nonpeptidal peptidomimetics with a Beta-D- 
Giucose scaffolding (Hirschmann, et al. (1992) J. Amer. Chem. Soc. 114:9217-9218), 
analogous organic syntheses of small compound libraries (Chen, et al. (1994) J. Amer. Chem. 
Soc. 116:2661-662), oligocarbamates (Cho, et al. (1993) Science 261:1303-1305), and/or 
peptidyl phosphonates (Campbell, et al. (1994) J. Org. Chem. 59:658). See, generally, Gordon, 
et al. (1994) J. Med. Chem. 37:1385-1401, nucleic acid libraries (see, e.g., Stratagene, Corp.), 
peptide nucleic acid libraries (see, e.g., U.S. Patent 5,539,083), antibody libraries (see, e.g., 
Vaughn, etaL (1996) Nature Biotechnology 1 4m:30Q-314 and PCT/US96710287), 
carbohydrate libraries (see, e.g., Liang, et al. (1996) Science 274:1520-1522, and U.S. Patent 
No. 5,593,853), and small organic molecule libraries (see, e.g., benzodiazepines, page 33 Baum 
(Jan 18, 1993) C&EN : isoprenoids, U.S. Patent No. 5,569,588; thiazolidinones and 
metathiazanones, U.S. Patent No. 5,549,974; pymmdines, U.S. Patent Nos. 5,525,735 and 
5,519,134; morpholino compounds, U.S. Patent No. 5,506,337; benzodiazepines, U.S. Patent 
No. 5,288,514; and the like). 

Devices for the preparation of combinatorial libraries are commercially available (see, 
e.g., 357 MPS, 390 MPS, Advanced Chem Tech, Louisville KY, Symphony, P^rinin, Wobum, 
MA, 433A Applied Biosystems, Foster City, CA, 9050 Plus, Mfflipore, Bedford, MA). 

A number of well known robotic systems have also been developed for solution phase 
chemistries. These systems include automated workstations like the automated synthesis 
apparatus developed by Takeda Chemical Industries, LTD. (Osaka, Japan) and many robotic 
systems utilizing robotic arms (Zymate D, Zymark Corporation, Hopkinton, Mass.; Orca, 
Hewlett-Packard, Palo Alto, Calif.), which mimic manual synthetic operations performed by a 
chemist The above devices are suitable for use with the present invention. The nature and 
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implementation of modifications to these devices (if any) so that they can operate as discussed 
herein will be apparent. In addition, numerous combinatorial libraries are themselves 
commercially available (see, e.g., ComGenex, Princeton, NX, Asinex, Moscow, Ru, Tripos, 
Inc., St. Louis, MO, ChemStar, Ltd, Moscow, RU, 3D Pharmaceuticals, Exton, PA, Martek 
5 Biosciences, Columbia, MD, etc-)- 

The assays to identify modulators are amenable to high throughput screening. Preferred 
assays thus detect enhancement or inhibition of cancer gene transcription, inhibition, or 
enhancement of polypeptide expression, and inhibition or enhancement of polypeptide activity. 
High throughput assays for the presence, absence, quantification, or other properties of 

10 particular nucleic acids or protein products are well known. Similarly, binding assays and 

reporter gene assays are similarly well known. Thus, e.g., U.S. Patent No. 5,559,410 discloses 
high throughput screening methods for proteins, U.S. Patent No. 5,585,639 discloses high 
throughput screening methods for nucleic acid binding (e.g., in arrays), while U.S. Patent Nos. 
5,576,220 and 5,541,061 disclose high throughput methods of screening for ligand/antibody 

15 binding. 

In addition, high throughput screening systems are commercially available (see, e.g., 
Zymark Corp., Hopkinton, MA; Air Technical Industries, Mentor, OH; Beckman Instruments, 
Inc. Fullerton, CA; Precision Systems, lac, Natick, MA, etc.). These systems typically 
automate entire procedures, including sample and reagent pipetting, liquid dispensing, timed 

20 incubations, and final readings of the microplate in detectors) appropriate for the assay. These 
configurable systems provide high throughput and rapid start up as well as a high degree of 
flexibility and customization. The manufacturers of such systems provide detailed protocols for 
various hi^h throughput systems. Thus, e.g., Zymark Corp. provides technical bulletins 
describing screening systems for detecting the modulation of gene transcription, ligand binding, 

25 and the like. 

In one embodiment, modulators are proteins, often naturally occurring proteins or 
fragments of naturally occurring proteins. Thus, e.g., cellular extracts containing proteins, or 
random or directed digests of proteinaceous cellular extracts, may be used. In this way libraries 
of proteins may be made for screening in the methods of the invention. Particularly preferred in 
30 this embodiment are libraries of bacterial, fungal, viral, and mammalian proteins, with the latter 
being preferred, and human proteins being especially preferred Particularly useful test 
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compound will be directed to the class of proteins to which the target belongs, e.g., substrates 
for enzymes or ligands and receptors. 

In a preferred embodiment, modulators are peptides of from about 5-30 amino acids, 
with from about 5-20 amino acids being preferred, and from about 7-15 being particularly 
5 preferred. The peptides may be digests of naturally occurring proteins, random peptides, or 
"biased" random peptides. By "randomized" or grammatical equivalents herein is meant that 
each nucleic acid and peptide consists of essentially random nucleotides and amino acids, 
respectively. Since generally these random peptides (or nucleic acids, discussed below) are 
chemically synthesized, they may incorporate a nucleotide or amino acid at any position. The 

1 0 synthetic process can be designed to generate randomized proteins or nucleic acids, to allow the 
formation of all or most of the possible combinations over the length of the sequence, thus 
forming a library of randomized candidate bioactive proteinaceous agents. 

In one embodiment, the library is fully randomized, with no sequence preferences or 
constants at any position. In a preferred embodiment, the library is biased. That is, some 

15 positions within the sequence are either held constant, or are selected from a limited number of 
possibilities. For example, in a preferred embodiment, the nucleotides or amino acid residues 
are randomized within a defined class, e.g., of hydrophobic amino acids, hydrophilic residues, 
sterically biased (either small or large) residues, towards the creation of nucleic acid binding 
domains, the creation of cysteines, for cross-linking, prolines for SH-3 domains, serines, 

20 threonines, tyrosines, or histidines for phosphorylation sites, etc., or to purines, etc. 
Modulators of cancer can also be nucleic acids, as defined above. 
As described above generally for proteins, nucleic acid modulating agents maybe 
naturally occurring nucleic acids, random nucleic acids, or "biased" random nucleic acids. For 
example, digests of prokaryotic or eukaryotic genomes may be used as is outlined above for 

25 proteins. 

In a preferred embodiment, the candidate compounds are organic chemical moieties, a 
wide variety of which are available in the literature. 

After the candidate agent has been added and the cells allowed to incubate for some 
period of time, the sample containing a target sequence to be analyzed is added to the biochip. 
30 If required, the target sequence is prepared using known techniques. For example, the sample 
may be treated to lyse the cells, using known lysis buffers, electroporation, etc, with 
purification and/or amplification such as PGR performed as appropriate. For example, an in 



WO 03/042661 



PCTAJS02/36810 



vitro transcription with labels covalently attached to the nucleotides is performed Generally, 
the nucleic acids are labeled with biotin-FITC or PE, or with cy3 or cy5. 

In a preferred embodiment, the target sequence is labeled with, e.g., a fluorescent, a 
chemiluminescent, a chemical, or a radioactive signal, to provide a means of detecting the target 
5 sequence's specific binding to a probe. The label also can be an enzyme, such as, alkaline 
phosphatase or horseradish peroxidase, which when provided with an appropriate substrate 
produces a product that can be detected. Alternatively, the label can be a labeled compound or 
small molecule, such as an enzyme inhibitor, that binds but is not catalyzed or altered by the 
enzyme. The label also can be a moiety or compound, such as, an epitope tag or biotin which 

10 specifically binds to streptavidin. For the example of biotin, the streptavidin is labeled as 

described above, thereby, providing a detectable signal for the bound target sequence. Unbound 
labeled streptavidin is typically removed prior to analysis. 

These assays can be direct hybridization assays or can comprise "sandwich assays", 
which include the use of multiple probes, as is generally outlined in U.S. Patent Nos. 5,681,702, 

15 5,597,909, 5,545,730, 5,594,1 17, 5,591,584, 5,571,670, 5,580,731, 5,571,670, 5,591,584, 

5,624,802, 5,635,352, 5,594,118, 5,359,100, 5,124,246, and 5,681,697, all of which are hereby 
incorporated by reference. In this embodiment, in general, the target nucleic acid is prepared as 
outlined above, and then added to die biochip comprising a plurality of nucleic acid probes, 
under conditions that allow the formation of a hybridization complex. 

20 A variety of hybridization conditions may be used in the present invention, including 

high, moderate, and low stringency conditions as outlined above* The assays are generally run 
under stringency conditions which allows formation of the label probe hybridization complex 
only in the presence of target Stringency can be controlled by altering a step parameter that is a 
thermodynamic variable, including, but not limited to, temperature, fonnamide concentration, 

25 salt concentration, chaotropic salt concentration, pH, organic solvent concentration, etc. 

These parameters may also be used to control non-specific binding, as is generally 
outlined in U.S. Patent No. 5,681,697. Thus it may be desirable to perform certain steps at 
higher stringency conditions to reduce non-specific binding. 

The reactions outlined herein may be accomplished in a variety of ways. Components 

30 of the reaction may be added simultaneously, or sequentially, in different orders, with preferred 
embodiments outlined below, lit addition, the reaction may include a variety of other reagents. 
These include salts, buffers, neutral proteins, e.g., albumin, detergents, etc. which maybe used 
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to facilitate optimal hybridization and detection, and/or reduce non-specific or background 
interactions. Reagents that otherwise improve the efficiency of the assay, such as protease 
inhibitors, nuclease inhibitors, anti-microbial agents, etc, may also be used as appropriate, 
depending on the sample preparation methods and purity of the target 
5 The assay data are analyzed to determine the expression levels, and changes in 

expression levels as between states of individual genes, forming a gene expression profile. 

Screens are performed to identify modulators of the cancer phenotype. In one 
embodiment, screening is performed to identify modulators that can induce or suppress a 
particular expression profile, thus preferably generating the associated phenotype. In another 

10 embodiment, e-g., for diagnostic applications, having identified differentially expressed genes 
important in a particular state, screens can be performed to identify modulators that alter 
expression of individual genes. In an another embodiment, screening is performed to identify 
modulators that alter a biological function of the expression product of a differentially 
expressed gene. Again, having identified the importance of a gene in a particular state, screens 

15 are performed to identify agents that bind and/or modulate the biological activity of the gene 
product. 

hi addition, screens can be done for genes that are induced in response to a candidate 
agent or treatment process. After identifying a modulator based upon its ability to suppress a 
cancer expression pattern leading to a normal expression pattern (or its converse), or to 

20 modulate a single cancer gene expression profile so as to mimic the expression of the gene from 
normal tissue, a screen as described above can be performed to identify genes that are 
specifically modulated in response to the agent Comparing expression profiles betweenhormal 
tissue and agent treated cancer tissue reveals genes that are not expressed in normal tissue or 
cancer tissue, but are expressed in agent treated tissue. These agent-specific sequences can be 

25 identified and used by methods described herein for cancer genes or proteins. In particular, 
these sequences and the proteins they encode find use in marking or identifying agent treated 
cells. In addition, antibodies can be raised against the agent induced proteins and used to target 
novel therapeutics, e.g., toxin loaded liposomes, to the treated cancer tissue sample. 

Thus, in one embodiment, a test compound is administered to a population of cancer 

30 cells that have an associated cancer expression profile. By "administration" or "contacting" 
herein is meant that the candidate agent is added to the cells in such a manner as to allow the 
agent to act upon the cell, whether by uptake and intracellular action, or by action at the cell 
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surface. Id some embodiments, nucleic acid encoding a proteinaceous candidate agent (e.g., a 
peptide) may be put into a viral construct such as an adenoviral or retroviral construct, and 
added to the cell, such that expression of the peptide agent is accomplished, e.g., PCT 
US97/01019. Regulatable gene therapy systems can also be used. 
5 Once a test compound has been administered to the cells, the cells can be washed if 

desired and are allowed to incubate under preferably physiological conditions for some period 
of time. The cells are then harvested and a new gene expression profile is generated, as outlined 
herein. 

Thus, e.g., cancer or non-malignant tissue may be screened for agents that modulate, 
10 e.g., induce or suppress a cancer phenotype. A change in at least one gene, preferably many, of 
the expression profile indicates that the agent has an effect on cancer activity. By defining such 
a signature for the cancer phenotype, screens for new drugs that alter the phenotype can be 
devised. With this approach, the drug target need not be known and need not be represented in 
the original expression screening platform, nor does the level of transcript for the target protein 
15 need to change. 

In a preferred embodiment, as outlined above, screens may be done on individual genes 
and gene products (proteins). That is, having identified a particular differentially expressed 
gene as important in a particular state, screening of modulators of either the expression of the 
gene or the gene product itself can be done. The gene products of differentially expressed genes 

20 are sometimes referred to herein as "cancer proteins" or a "cancer modulatory protein". The 
cancer modulatory protein may be a fragment, or alternatively, be the full length protein to the 
fragment encoded by the nucleic acids of the Tables. Preferably, the cancer modulatory protein 
is a fragment. In a preferred embodiment, the cancer amino acid sequence which is used to 
determine sequence identity or similarity is encoded by a nucleic acid of the Tables. In another 

25 embodiment, the sequences are naturally occurring allelic variants of a protein encoded by a 
nucleic acid of the Tables. In another embodiment, the sequences are sequence variants as 
further described herein. 

Preferably, the cancer modulatory protein is a fragment of about 14-24 amino acids 
long. More preferably the fragment is a soluble fragment Preferably, the fragment includes a 

30 non-transmembrane region. In a preferred embodiment, the fragment has an N-terminal Cys to 
aid in solubility. In one embodiment, the C-terminus of the fragment is kept as a free acid and 
the N-texminus is a free amine to aid in coupling, e.g., to cysteine. 
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la one embodiment the cancer proteins are conjugated to an immunogenic agent as 
discussed herein. In one embodiment the cancer protein is conjugated to BSA. 

Measurements of cancer polypeptide activity, or of cancer or the cancer phenotype can 
be performed using a variety of assays. For example, the effects of the test compounds upon the 
5 function of the cancer polypeptides can be measured by examining parameters described above. 
A suitable physiological change that affects activity can be used to assess the influence of a test 
compound on the polypeptides of this invention* When the Junctional consequences are 
determined using intact cells or animals, one can also measure a variety of effects such as, in the 
case of cancer associated with tumors, tumor growth, tumor metastasis, neovascularization, 

10 hormone release, transcriptional changes to both known and uncharacterized genetic markers 
(e.g., northern blots), changes in cell metabolism such as cell growth or pH changes, and 
changes in intracellular second messengers such as cGMP. In the assays of the invention, 
mammalian cancer polypeptide is typically used, e.g., mouse, preferably human. 

Assays to identify compounds with modulating activity can be performed in vitro. For 

1 5 example, a cancer polypeptide is first contacted with a potential modulator and incubated for a 
suitable amount of time, e.g., from 0.5-48 hours. In one embodiment, the cancer polypeptide 
levels are determined in vitro by measuring the level of protein or mRNA. The level of protein 
is typically measured using immunoassays such as western blotting, EUS A, and the like with 
an antibody that selectively binds to the cancer polypeptide or a fragment thereof. For 

20 measurement of mRNA, amplification, e.g., using PCR, LCR, or hybridization assays, e.g., 
northern hybridization, RNAse protection, dot blotting, are preferred. The level of protein or 
mRNA is typically detected using directly or indirectly labeled detection agents, e.g., 
fluorescently or radioactively labeled nucleic acids, radioactively or enzymatically labeled 
antibodies, and the like, as described herein. 

25 Alternatively, a reporter gene system can be devised using a cancer protein promoter 

operably linked to a reporter gene such as luciferase, green fluorescent protein, CAT, or jS-gaL 
The reporter construct is typically transfected into a cell. After treatment with a potential 
modulator, the amount of reporter gene transcription, translation, or activity is measured 
according to standard techniques, 

30 In a preferred embodiment, as outlined above, screens may be done on individual genes 

and gene products (proteins). That is, having identified a particular differentially expressed 
gene as important in a particular state, screening of modulators of the expression of the gene or 
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the gene product itself can be done. The gene products of differentially expressed genes are 
sometimes referred to herein as "cancer proteins." The cancer protein may be a fragment, or 
alternatively, the full length protein to a fragment shown herein. 

In one embodiment, screening for modulators of expression of specific genes is 
5 performed- Typically, the expression of only one or a few genes are evaluated. In another 

embodiment, screens are designed to first find compounds that bind to differentially expressed 
proteins. These compounds are then evaluated for the ability to modulate differentially 
expressed activity. Moreover, once initial candidate compounds are identified, variants can be 
further screened to better evaluate structure activity relationships. 

10 In a preferred embodiment, binding assays are done. In general, purified or isolated 

gene product is used; that is, the gene products of one or more differentially expressed nucleic 
acids are made. For example, antibodies are generated to the protein gene products, and 
standard immunoassays are run to determine the amount of protein present. Alternatively, cells 
comprising the cancer proteins can be used in the assays. 

15 Thus, in a preferred embodiment, the methods comprise combining a cancer protein and 

a candidate compound, and detenninmg the binding of the compound to the cancer protein. 
Preferred embodiments utilize the human cancer protein, although other mammalian proteins 
may also be used, e.g., for Hie development of animal models of human disease. In some 
embodiments, as outlined herein, variant or derivative cancer proteins may be used. 

20 Generally, in a preferred embodiment of the methods herein, the cancer protein or the 

candidate agent is non-diffusably bound to an insoluble support, preferably having isolated 
sample receiving areas (e.g., a microtiter plate, an array, etc.). The insoluble supports may be 
made of a composition to which the compositions can be bound, is readily separated from 
soluble material, and is otherwise compatible with the overall method of screening. The surface 

25 of such supports may be solid or porous and of a convenient shape. Examples of suitable 

insoluble supports include microtiter plates, arrays, membranes, and beads. These are typically 
made of glass, plastic (e.g., polystyrene), polysaccharides, nylon or nitrocellulose, teflon™, etc. 
Microtiter plates and arrays are especially convenient because a large number of assays can be 
carried out simultaneously, using small amounts of reagents and samples. The particular 

30 manner of binding of the composition is typically not crucial so long as it is compatible with the 
reagents and overall methods of the invention, maintains the activity of the composition, and is 
nondiflitsable. Preferred methods of binding include the use of antibodies (which do not 
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sterically block either the ligand binding site or activation sequence when the protein is bound 
to the support), direct binding to "sticky" or ionic supports, chemical crosslinking, the synthesis 
of the protein or agent on the surfece, etc, Following binding of the protein or agent, excess 
unbound material is removed by washing. The sample receiving areas may then be blocked 
5 through incubation with bovine serum albumin (BS A), casein, or other innocuous protein or 
other moiety. 

In a preferred embodiment, the cancer protein is bound to the support, and a test 
compound is added to the assay. Alternatively, the candidate agent is bound to the support and 
the cancer protein is added. Novel binding agents include specific antibodies, non-natural 

10 binding agents identified in screens of chemical libraries, peptide analogs, etc. Of particular 

interest are screening assays for agents that have a low toxicity for human cells. A wide variety 
of assays may be used for this purpose, including labeled in vitro protein-protein binding assays, 
electrophoretic mobility shift assays, immunoassays for protein binding, functional assays 
(phosphorylation assays, etc.), and the like. 

I 5 The determination of the binding of the test modulating compound to the cancer protein 

may be done in a number of ways. In a preferred embodiment, the compound is labeled, and 
binding determined directly, e.g,, by attaching all or a portion of the cancer protein to a solid 
support, adding a labeled candidate agent (e.g., a fluorescent label), washing off excess reagent, 
and detennining whether the label is present on the solid support. Various blocking and 

20 washing steps may be utilized as appropriate. 

In some embodiments, only one of the components is labeled, e.g., the proteins (or 
proteinaceous candidate compounds) can be labeled. Alternatively, more than one component 
can be labeled with different labels, e.g„ 125j f or the proteins and a fluorophor for the 
compound. Proximity reagents, e.g., quenching or energy transfer reagents are also useful. 

25 In one embodiment, the binding of the test compound is determined by competitive 

binding assay. The competitor may be a binding moiety known to bind to the target molecule 
(e.g., a cancer protein), such as an antibody, peptide, binding partner, ligand, etc. Under certain 
circumstances, there may be competitive binding between the compound and the binding 
moiety, with the binding moiety displacing the compound. In one embodiment, the test 

30 compound is labeled. Either the compound, or the competitor, or both, is added first to the 
protein for a time sufficient to allow binding, if present. Incubations may be performed at a 
temperature which facilitates optimal activity, typically between about 4-40° C. Incubation 
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periods are typically optimized, e.g., to facilitate rapid high throughput screening. Typically 
between 0.1-1 hour will be sufficient. Excess reagent is generally removed or washed away. 
The second component is then added, and the presence or absence of the labeled component is 
followed, to indicate binding. 
5 In a preferred embodiment, the competitor is added first, followed by a test compound- 

Displacement of the competitor is an indication that the test compound is binding to the cancer 
protein and thus is capable of binding to, and potentially modulating, the activity of Ihe cancer 
protein. In this embodiment, either component can be labeled. Thus, e.g., if the competitor is 
labeled, the presence of label in the wash solution indicates displacement by the agent. 
10 Alternatively, if the test compound is labeled, the presence of the label on the support indicates 
displacement. 

In an alternative embodiment, the test compound is added first, with incubation and 
washing, followed by the competitor. The absence of binding by the competitor may indicate 
that the test compound is bound to the cancer protein with a higher affinity. Thus, if the test 

1 5 compound is labeled, the presence of the label on the support, coupled with a lack of competitor 
binding, may indicate that the test compound is capable of binding to the cancer protein. 

In a preferred embodiment, the methods comprise differential screening to identity 
agents that are capable of modulating the activity of the cancer proteins. In one embodiment, 
the methods comprise combining a cancer protein and a competitor in a first sample. A second 

20 sample comprises a test compound, a cancer protein, and a competitor. The binding of the 

competitor is determined for both samples, and a change, or difference in binding between the 
two samples indicates the presence of an agent capable of binding to the cancer protein and 
potentially modulating its activity. That is, if the binding of the competitor is different in the 
second sample relative to the first sample, the agent is capable of binding to the cancer protein. 

25 Alternatively, differential screening is used to identify drug candidates that bind to the 

native cancer protein, but cannot bind to modified cancer proteins. The structure of the cancer 
protein may be modeled, and used in rational drug design to synthesize agents that interact with 
that site. Drag candidates that affect the activity of a cancer protein are also identified by 
screening drugs for the ability to either enhance or reduce the activity of the protein. 

30 Positive controls and negative controls may be used in the assays. Preferably control 

and test samples are performed in at least triplicate to obtain statistically significant results. 
Incubation of all samples is for a time sufficient for the binding of the agent to the protein. 
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Following incubation, samples are washed free of non-specifically bound material and the 
amount of bound, generally labeled agent deterauned For example, where aradiolabel is 
employed, the samples may be counted in a scintillation counter to determine the amount of 
bound compound. 

A variety of other reagents may be included in the screening assays. These include 
reagents like salts, neutral proteins, e.g., albumin, detergents, etc., which may be used to 
facilitate optimal protein-protein binding and/or reduce non-specific or background interactions. 
Also reagents that otherwise improve the efficiency of the assay, such as protease inhibitors, 
nuclease inhibitors, anti-microbial agents, etc., maybe used. The mixture of components may 
be added in an order that provides for the requisite binding. 

In a preferred embodiment, the invention provides methods for screening for a 
compound capable of modulating the activity of a cancer protein. The methods comprise 
adding a test compound, as defined above, to a cell comprising cancer proteins. Preferred cell 
types include almost any cell. The cells contain a recombinant nucleic acid that encodes a 
cancer protein. In a preferred embodiment, a library of candidate agents are tested on a plurality 
of cells. 

In one aspect, the assays are evaluated in the presence or absence or previous or 
subsequent exposure of physiological signals, e.g., hormones, antibodies, peptides, antigens, 
cytokines, growth factors, action potentials, pharmacological agents including 
chemotherapeutics, radiation, carcinogenics, or other cells (e.g., cell-cell contacts). In another 
example, the determinations are determined at different stages of the cell cycle process. 

In this way, compounds that modulate cancer, agents are identified. Compounds with 
pharmacological activity are able to enhance or interfere with the activity of the cancer protein. 
Once identified, similar structures are evaluated to identify critical structural feature of the 
compound. 

In one embodiment, a method of inhibiting cancer cell division is provided. The method 
comprises administration of a cancer inhibitor. In another embodiment, a method of inhibiting 
cancer is provided. The memod nwy conrorise adnmristr^ ma further 

embodiment, methods of treating cells or individuals with cancer are provided, e.g., comprising 
administration of a cancer inhibitor. 

In one embodiment, a cancer inhibitor is an antibody as discussed above. In another 
embodiment, the cancer inhibitor is an antisense molecule. 
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A variety of cell growth, proliferation, viability, and metastasis assays are available, as 
described below. 

Soft agar growth or colony formation in suspension 

Normal cells require a solid substrate to attach and grow. When the cells are 
5 transformed, they lose this phenotype and grow detached from the substrate. For example, 

transformed cells can grow in stirred suspension culture or suspended in semi-solid media, such 
as semi-solid or soft agar. The transformed cells, when transfected with tumor suppressor 
genes, regenerate normal phenotype and require a solid substrate to attach and grow. Soft agar 
growth or colony formation in suspension assays can be used to identify modulators of cancer 

10 sequences, which when expressed in host cells, inhibit abnormal cellular prohferation and 
transformation. A therapeutic compound would reduce or eliminate the host cells' ability to 
grow in stirred suspension culture or suspended in semi-solid media, such as semi-solid or soft. 

Techniques for soft agar growth or colony formation in suspension assays are described, 
e.g., in Freshney (1998) Culture of Animal HpIU- A Manual of Basic Techniq ue (3d ed.) Wiley- 

15 Liss; Freshney (2000) Culture of Ani mal Cells: A Manual of Basic Technique (4th ed.) Wiley- 
Liss; and Garkavtsev, et al. (1996) Nature Genet. 14:415-20. 
Contact inhibition and density limitation of growth 

Normal cells typically grow in a flat and organized pattern in a petri dish until they 
touch other cells. When the cells touch one another, they are contact inhibited and stop 

20 growing. When cells are transformed, however, the cells are not contact inhibited and continue 
to grow to high densities in disorganized foci. Thus, the transformed cells grow to a higher 
saturation density than normal cells. This can be detected morphologically by the formation of 
a disoriented monolayer of cells or rounded cells in foci within the regular pattern of normal 
surrounding cells. Alternatively, labeling index with ( 3 H>thymidine at saturation density can 

25 be used to measure density bmitation of growth. See Freshney (2000), supra. The transformed 
cells, when transfected with tumor suppressor genes, regenerate a normal phenotype and 
become contact inhibited and would grow to a lower density. 

In this assay, labeling index with (3H>thymidine at saturation density is a preferred 
method of measuring density hmitation of growth. Transformed host cells are transfected with 

30 a cancer-associated sequence and are grown for 24 hours at saturation density in non-hmiting 
medium conditions. The percentage of cells labeling with ( 3 H)-mymidinc is determined 
autoradiographically. See, Freshney (1998), supra. 
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Growth factor or serum dependence 

Transformed cells typically have a lower serum dependence than their normal 

counterparts (see, e.g., Temin (1966) J. Natl. Cancer Insti. 37:167-175; Eagle, et al.(1970) L 

Exp. Med. 131 : 836-879); Freshney, supra This is in part due to release of various growth 
5 factors by the transformed cells. Growth factor or serum dependence of transformed host cells 

can be compared with that of control. 

Tumor specific markers levels 

Tumor cells release an increased amount of certain factors (hereinafter "tumor specific 

markers") than their normal counterparts. For example, plasminogen activator (PA) is released 
1 0 from human glioma at a higher level than from normal brain cells (see, e.g., Gullino 

"Angiogenesis, tumor vascularization, and potential interference with tumor growth" pp. 178- 

1 84 in Mihich (ed. 1 985) Biological Responses in Cancer Plenum. Similarly, tumor 

angiogenesis factor (TAF) is released at a higher level in tumor cells than their normal 

counterparts. See, e.g., Folkman (1992) Sem. Cancer Biol. 3:89-96. 
15 Various techniques which measure the release of these factors are described in Freshney 

(1998), supra. Also, see, Unkeless, et aL (1974) J. Biol. Chem. 249:4295-4305; Strickland and 

Beers (1976) J. Biol. Chem. 251:5694-5702: Whur, et al. (1980) Br. J. Cancer 42:305-312: 

Gullino "Angiogenesis, tumor vascularization, and potential interference with tumor growth" 

pp. 178-184 in Mihich (ed. 1985) Biological Responses in Cancer Plenum; Freshney (1985) 
20 Anticancer Res. 5:111-130. 

Invasiveness into Matrigel 

The degree of invasiveness into Matrigel or some other extracellular matrix constituent 

can be used as an assay to identify compounds that modulate cancer-associated sequences. 

Tumor cells exhibit a good correlation between malignancy and invasiveness of cells into 
25 Matrigel or some other extracellular matrix constituent. In this assay, tumorigenic cells are 

typically used as host cells. Expression of a tumor suppressor gene in these host cells would 

decrease invasiveness of the host cells. 

Techniques described in Freshney (1 994), supra, can be used. Briefly, the level of 

invasion of host cells can be measured by using filters coated with Matrigel or some other 
30 extracellular matrix constituent. Penetration into the gel, or through to the distal side of the 

filter, is rated as invasiveness, and rated histologically by number of cells and distance moved, 
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or by prelabeling the cells with 125l and counting the radioactivity on the distal side of the filter 
or bottom of the dish. See, e.g., Freshney (1984), supra. 
Tumor growth in vivo 

Effects of cancer-associated sequences on cell growth can be tested in transgenic or 
immune-suppressed mice. Knock-out transgenic mice can be made, in which the cancer gene is 
disrupted or in which a cancer gene is inserted. Knock-out transgenic mice can be made by 
insertion of a marker gene or other heterologous gene into the endogenous cancer gene site in 
the mouse genome via homologous recombination. Such mice can also be made by substituting 
the endogenous cancer gene with a mutated version of the cancer gene, or by mutating the 
endogenous cancer gene, e.g., by exposure to carcinogens. 

A DNA construct is introduced into the nuclei of embryonic stem cells. Cells containing 
the newly engineered genetic lesion are injected into a host mouse embryo, which is re- 
implanted into a recipient female. Some of these embryos develop into chimeric mice that 
possess germ cells partially derived from the mutant cell line. Therefore, by breeding the 
chimeric mice it is possible to obtain a new line of mice containing the introduced genetic lesion 
(see, e.g., Capecchi, et al. (1989) Science 244:1288-1292). Chimeric targeted mice can be 
derived according to Hogan, et al. (1988) Manipulating the Mouse Embryo: A Laboratory 
Manual CSH Press; and Robertson (ed. 1987) Teratocarcinomas and Embryonic Stem Cells: A 
Practical Approach ERL Press, Washington, D.C. 

Alternatively, various immune-suppressed or immune-deficient host animals can be 
used. For example, genetically athymic "nude* mouse (see, e.g., Giovanella, et aL (1974) J. 
Natl. Cancer Inst. 52:921-930), a SCID mouse, a thymectomized mouse, or an irradiated mouse 
(see, e.g., Bradley, et al. (1978) Br. J. Cancer 38:263-272; Selby, et al. (1980) Br. J. Cancer 
41:52-61) can be used as a host Transplantable tumor cells (typically about 10^ cells) injected 
into isogenic hosts will produce invasive tumors in a high proportions of cases, while normal 
cells of similar origin will not. In hosts which developed invasive tumors, cells expressing a 
cancer-associated sequences are injected subcutaneously. After a suitable length of time, 
preferably about 4-8 weeks, tumor growth is measured (e.g., by volume or by its two largest 
dimensions) and compared to the control. Tumors that have statistically significant reduction 
(using, e.g., Student's T test) are said to have inhibited growth. 
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Polynucleotide modulators of cancer 
Antisense and RNAi Polynucleotides 

In certain embodiments, the activity of a cancer-associated protein is down-regulated, or 
entirely inhibited, by the use of an inhibitory or antisense polynucleotide, e.g., a nucleic acid 
5 complementary to, and which can preferably hybridize specifically to, a coding mRNA nucleic 
acid sequence, e.g., a cancer protein mRNA, or a subsequence thereof Binding of the antisense 
polynucleotide to the mRNA reduces the translation and/or stability of the mRNA. 

In the context of this invention, antisense polynucleotides can comprise naturally- 
occurring nucleotides, or synthetic species formed from naturally-occurring subunite or their 
10 close homologs. Antisense polynucleotides may also have altered sugar moieties or inter-sugar 
linkages. Exemplary among these are the phosphorothioate and other sulfur containing species- 
Analogs are comprehended by this invention so long as they function effectively to hybridize 
with the cancer protein mRNA. See, e.g., Isis Pharmaceuticals, Carlsbad, CA; Sequitor, Inc., 
Natick,MA. 

1 5 Such antisense polynucleotides can readily be synthesized using recombinant means, or 

can be synthesized in vitro. Equipment for such synthesis is sold by several vendors, including 
Applied Biosystems. The preparation of other oligonucleotides such as phosphorothioates and 
alkylated derivatives is also well known. 

Antisense molecules as used herein include antisense or sense oligonucleotides. Sense 

20 oligonucleotides can, e.g., be employed to block transcription by binding to the anti-sense 
strand. The antisense and sense oligonucleotide comprise a single-stranded nucleic acid 
sequence (either RNA or DNA) capable of binding to target mRNA (sense) or DNA (antisense) 
sequences for cancer molecules. A preferred antisense molecule is for a cancer sequences in the 
Tables, or for a ligand or activator thereof Antisense or sense oligonucleotides, according to 

25 the present invention, comprise a fragment generally at least about 14 nucleotides, preferably 
from about 14-30 nucleotides. The ability to derive an antisense or a sense oligonucleotide, 
based upon a cDNA sequence encoding a given protein is described in, e.g., Stein and Cohen 
(1988) Cancer Res. 48:2659-2668; and van der Krol, et al. (1988) BioTechniaues 6:958-976. 
RNA interference is a mechanism to suppress gene expression in a sequence specific 

30 manner. See, e.g., Brumelkamp, et aL (2002) Sciencexoress (21March2002); Sharp (1999) 
Genes Dev. 13:139-141; and Cathew (2001) Curr. Op. Cell Biol. 13:244-248: In mammalian 
cells, short, e.g., 21 nt, double stranded small interfering RNAs (siRNA) have been shown to be 

73 



WO 03/042661 



PCT/US02/36810 



effective at inducing an RNAi response. See, e.g., Elbashir, et aL (2001) Nature 41 1 :494-498. 
The mechanism may be used to downregulate expression levels of identified genes, e.g., 
treatment of or validation of relevance to disease* 
Ribozymes 

5 In addition to antisense polynucleotides, ribozymes can be used to target and inhibit 

transcription of cancer-associated nucleotide sequences. A ribozyme is an RNA molecule that 
catalytically cleaves other RNA molecules. Different kinds of ribozymes have been described, 
including group I ribozymes, hammerhead ribozymes, hairpin ribozymes, RNase P, Mid axhead 
ribozymes (see, e.g., Castanotto, et aL (1994) Adv. in Pharmacology 25: 289-317 for a general 
1 0 review of the properties of different ribozymes). 

The general features of hairpin ribozymes are described, e.g., in Hampel, et al. (1990) 
Nucl. Acids Res. 18:299-304; European Patent Publication No. 0 360 257; U.S. Patent No. 
5,254,678. Methods of preparation are described in, e.g., WO 94/26877; Ojwang, et al. (1993) 
Proc. Nad. Acad. Sci. USA 90:6340-6344; Yamada, et al. (1994) Human Gene Therapy 1 :39- 
15 45; Leavitt, et al.(1995) Proc. Natl. Acad. Sci. USA 92:699-703; Leavitt, et al. (1994) Human 
Gene Therapy 5:1151-120; and Yamada, et aL (1994) Virology 205: 121-126. 

Polynucleotide modulators of cancer may be introduced into a cell containing the target 
nucleotide sequence by formation of a conjugate with a ligand binding molecule, as described in 
WO 9 1/04753. Suitable ligand binding molecules include, but are not limited to, cell surface 
20 receptors, growth factors, other cytokines, or other ligands that bind to cell surface receptors. 
Preferably, conjugation of the ligand binding molecule does not substantially interfere with the 
ability of the ligand binding molecule to bind to its corresponding molecule or receptor, or 
block entry of the sense or antisense oligonucleotide or its conjugated version into the cell. 
Alternatively, a polynucleotide modulator of cancer may be introduced into a cell containing the 
25 target nucleic acid sequence, e.g., by formation of an polynucleotide-lipid complex, as described 
in WO 90/10448. It is understood that the use of antisense molecules or knock out and knock in 
models may also be used in screening assays as discussed above, in addition to methods of 
treatment. 

Thus, in one embodiment, methods of modulating cancer in cells or organisms are 
30 provided. In one embodiment, the methods comprise administering to a cell an anti-cancer 
antibody that reduces or eliminates the biological activity of an endogenous cancer protein. 
Alternatively, the methods comprise adrninistering to a cell or organism a recombinant nucleic 
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acid encoding a cancer protein. This may be accomplished in any number of ways. In a 
preferred embodiment, e.g., when the cancer sequence is down-regulated in cancer, such state 
may be reversed by increasing the amount of cancer gene product in the cell. This can be 
accomplished, e.g., by overexpressing the endogenous cancer gene or administering a gene 
5 encoding the cancer sequence, using known gene-therapy techniques. In a preferred 

embodiment, the gene therapy techniques include the incorporation of the exogenous gene using 
enhanced homologous recombination (EHR), e.g„ as described in PCT/US93/0386. 
Alternatively, e.g., when the cancer sequence is up-regulated in cancer, the activity of the 
endogenous cancer gene is decreased, e.g., by the administration of a cancer antisense or other 
10 inhibitor, e.g., RNAi. 

In one embodiment, the cancer proteins of the present invention may be used to generate 
polyclonal and monoclonal antibodies to cancer proteins. Similarly, the cancer proteins can be 
coupled, using standard technology, to affinity chromatography columns. These columns may 
then be used to purify cancer antibodies useful for production, diagnostic, or therapeutic 

15 purposes, hi a preferred embodiment, the antibodies are generated to epitopes unique to a 
cancer protein; that is, the antibodies show little or no cross-reactivity to other proteins. The 
cancer antibodies may be coupled to standard affinity chromatography columns and used to 
purify cancer proteins. The antibodies may also be used as blocking polypeptides, as outlined 
above, since they will specifically bind to the cancer protein. 

20 Methods of identifying variant cancer-associated sequences 

Without being bound by theory, expression of various cancer sequences is correlated 
with cancer. Accordingly, disorders based on mutant or variant cancer genes may be 
determined. In one embodiment, the invention provides methods for identifying cells 
containing variant cancer genes, e.g., determining all or part of the sequence of at least one 

25 endogenous cancer gene in a cell. In a preferred embodiment, the invention provides methods 
of identifying the cancer genotype of an individual, e.g., detennining all or part of the sequence 
of at least one cancer gene of the individual. This is generally done in at least one tissue of the 
individual, and may include the evaluation of a number of tissues or different samples of the 
same tissue. The method may include comparing the sequence of the sequenced cancer gene to 

30 a known cancer gene, e.g., a wild-type gene. 

The sequence of all or part of the cancer gene can then be compared to the sequence of a 
known cancer gene to determine if any differences exist This can be done using known 
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homology programs, such as Bestfit, etc. In a preferred embodiment, the presence of a 
difference in the sequence between the cancer gene of the patient and the known cancer gene 
correlates with a disease state or a propensity for a disease state, as outlined herein. 

In a preferred embodiment, the cancer genes are used as probes to determine the number 
5 of copies of the cancer gene in the genome. 

In another preferred embodiment, the cancer genes are used as probes to determine the 
chromosomal localization of the cancer genes. Information such as chromosomal localization 
finds use in providing a diagnosis or prognosis in particular when chromosomal abnormalities 
such as translocations, and the like are identified in the cancer gene locus. 

1 0 Administration of pharmaceutical and vaccine compositions 

In one embodiment, a therapeutically effective dose of a cancer protein or modulator 
thereof, is administered to a patient By "therapeutically effective dose" herein is meant a dose 
that produces effects for which it is administered. The exact dose will depend on the purpose of 
the treatment, and will be ascertainable using known techniques. See, e.g., Ansel, et aL (1999) 

15 Pharmaceutical Dosage Forms and Drug Delivery Lippincott; Lieberman (1992) Pharmaceutical 
Dosage Forms (vols. 1-3) Dekker, ISBN 0824770846, 082476918X3 0824712692, 0824716981; 
Lloyd (1999) The Art, Science and Technology of Pharmaceutical Compounding Amer. 
Pharmaceut Assn.; and Pickar (1998) Dosage Calculations Thomson. Adjustments for cancer 
degradation, systemic versus localized delivery, and rate of new protease synthesis, as well as 

20 the age> body weight, general health, sex, diet, time of administration, drug interaction, and the 
severity of the condition may be necessary. U.S. Patent Application No. 09/687,576, further 
discloses the use of compositions and methods of diagnosis and treatment in cancer. 

A "patient" for the purposes of the present invention includes both humans and other 
animals, particularly mammals. Thus the methods are applicable to both human therapy and 

25 veterinary applications. In the preferred embodiment the patient is a mammal, preferably a 
primate, and in the most preferred embodiment the patient is human. 

The administration of the cancer proteins and modulators thereof of the present 
invention can be done in a variety of ways, including, but not limited to, orally, subcutaneously, 
intravenously, intranasally, transdermally, intraperitoneally, intramuscularly, intrapulmonary, 

30 vaginally, rectally, or intraoculariy. In some instances, e.g., in the treatment of wounds and 

inflammation, the cancer proteins and modulators may be directly applied as a solution or spray. 
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The pharmaceutical compositions of the present invention comprise a cancer protein in a 
form suitable for administration to a patient. In the preferred embodiment, the pharmaceutical 
compositions are in a water soluble form, such as being present as pharmaceutical^ acceptable 
salts, which is meant to include both acid and base addition salts. "Phannaceutically acceptable 
acid addition salt" refers to those salts that retain the biological effectiveness of the free bases 
and that are not biologically or otherwise undesirable, formed with inorganic acids such as 
hydrochloric acid, hydrobromic acid, sulfuric acid, nitric acid, phosphoric acid, and the like, and 
organic acids such as acetic acid, propionic acid, glycolic acid, pyruvic acid, oxalic acid, maleic 
acid, malonic acid, succinic acid, fumaric acid, tartaric acid, citric acid, benzoic acid, cinnamic 
acid, mandelic acid, methanesulfonic acid, ethanesulfonic acid, p-toluenesulfonic acid, salicylic 
acid, and the like. "Phannaceutically acceptable base addition salts" include those derived from 
inorganic bases such as sodium, potassium, lithium, ammonium, calcium, magnesium, iron, 
zinc, copper, manganese, aluminum salts, and the like. Particularly preferred are the 
ammonium, potassium, sodium, calcium, and magnesium salts. Salts derived from 
phannaceutically acceptable organic non-toxic bases include salts of primary, secondary, and 
tertiary amines, substituted amines including naturally occurring substituted amines, cyclic 
amines and basic ion exchange resins, such as isopropylamine, trimethylamine, diethylamine, 
triethylamine, tripropylamine, and ethanolamine. 

The pharmaceutical compositions may also include one or more of the following: carrier 
proteins such as serum albumin; buffers; fillers such as microcrystalline cellulose, lactose, com 
and other starches; binding agents; sweeteners and other flavoring agents; coloring agents; and 
polyethylene glycol. 

The pharmaceutical compositions can be administered in a variety of unit dosage forms 
depending upon the method of administration. For example, unit dosage forms suitable for oral 
administration include, but are not limited to, powder, tablets, pills, capsules and lozenges. It is 
recognized that cancer protein modulators (e.g., antibodies, antisense constructs, ribozymes, 
small organic molecules, etc.) when administered orally, should be protected from digestion. 
This is typically accomplished either by complexing the molecule(s) with a composition to 
render it resistant to acidic and enzymatic hydrolysis, or by packaging the molecule(s) in an 
appropriately resistant carrier, such as a liposome or a protection barrier. Means of protecting 
agents from digestion are available. 



77 



WO 03/042661 



PCT/US02/36810 



The compositions for administration will commonly comprise a cancer protein 
modulator dissolved in a pharmaceuticaUy acceptable carrier, preferably an aqueous carrier. A 
variety of aqueous carriers can be used, e.g., buffered saline and the like. These solutions are 
sterile and generally free of undesirable matter. These compositions may be sterilized by 
5 conventional, well known sterilization techniques. The compositions may contain 

pharmaceutically acceptable auxiliary substances as required to approximate physiological 
conditions such as pH adjusting and buffering agents, toxicity adjusting agents, and the like, 
e.g., sodium acetate, sodium chloride, potassium chloride, calcium chloride, sodium lactate, and 
the like. The concentration of active agent in these formulations can vary widely, and will be 

10 selected primarily based on fluid volumes, viscosities, body weight, and the like in accordance 
with the particular mode of administration selected and the patient's needs (e.g., (1980) 
Remington's Pharmaceutical Srifinrf. (18th ed.) Mack, and Hardman and Limbird (eds. 2001) 
Goodman and Gilman: The Pharma cological Basis of Therap eutics (10th ed.) McGraw-Hill. 
Thus, a typical pharmaceutical composition for intravenous administration would be 

15 about 0.1 to 10 mg per patient per day. Dosages from 0.1 uptoabout 100 mg per patient per 
day may be used, particularly when the drug is administered to a secluded site and not into the 
blood stream, such as into a body cavity or into a lumen of an organ. Substantially higher 
dosages are possible in topical administration. Actual methods for preparing parenterally 
administrate compositions will be known or apparent. 

20 The compositions containing modulators of cancer proteins can be administered for 

therapeutic or prophylactic treatments. In therapeutic applications, compositions are 
administered to a patient suffering from a disease (e.g., a cancer) in an amount sufiKcientTo cure 
or at least partially arrest the disease and its complications. An amount adequate to accomplish 
this is defined as a "therapeutically effective dose." Amounts effective for this use will depend 

25 upon the severity of the disease and the general state of the patient's health. Single or multiple 
administrations of the compositions maybe administered depending on the dosage and 
frequency as required and tolerated by the patient. In any event, the composition should 
provide a sufficient quantity of the agents of this invention to effectively treat the patient. An 
amount of modulator that is capable of preventing or slowing the development of cancer in a 

30 mammal is referred to as a "prophylactically effective dose." The particular dose required for a 
prophylactic treatment will depend upon the medical condition and history of the mammal, the 
particular cancer being prevented, as well as other factors such as age, weight, gender, 
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administration route, efficiency, etc. Such prophylactic treatments may be used, e.g., in a 
mammal who has previously had cancer to prevent a recurrence of the cancer, or in a mammal 
who is suspected of having a significant likelihood of developing cancer based, at least in part, 
upon gene expression profiles. Vaccine strategies may be used, in either a DNA vaccine form, 
5 or protein vaccine. 

It will be appreciated that the present cancer protein-modulating compounds can be 
administered alone or in combination with additional cancer modulating compounds or with 
other therapeutic agent, e.g., other anti-cancer agents or treatments. 

La numerous embodiments, one or more nucleic acids, e.g., polynucleotides comprising 

10 nucleic acid sequences set forth in the Tables, such as RNAi, antisense polynucleotides or 
ribozymes, will be introduced into cells, in vitro or in vivo. The present invention provides 
methods, reagents, vectors, and cells useful for expression of cancer-associated polypeptides 
and nucleic acids using in vitro (cell-free), ex vivo or in vivo (cell or organism-based) 
recombinant expression systems. 

1 5 The particular procedure used to introduce the nucleic acids into a host cell for 

expression of a protein or nucleic acid is application specific. Many procedures for introducing 
foreign nucleotide sequences into host cells may be used. These include the use of calcium 
phosphate transfection, spheroplasts, electroporation, liposomes, microinjection, plasma 
vectors, viral vectors, and other well known methods for introducing cloned genomic DNA, 

20 cDNA* synthetic DNA, or other foreign genetic material into a host cell (see, e,g., Berger and 
Kimmel (1987) Guide to Molecular Cloning Techniques from Methods in Enzvmologv (vol. 
152) Academic Press; Ausubel, et ai. (eds. 1999 and supplements) Current Protocols Lippincott; 
and Sambrook, et al. (2001) Molecular Cloning: A Laboratory Manual (3d ed., Vol. 1-3) CSH 
Press. 

25 In a preferred embodiment, cancer proteins and modulators are administered as 

therapeutic agents, and can be formulated as outlined above. Similarly, cancer genes (including 
both the full-length sequence, partial sequences, or regulatory sequences of the cancer coding 
regions) can be administered in a gene therapy application. These cancer genes can include 
inhibitory applications, e.g., as inhibitory RNA, gene therapy (e.g., for incorporation into the 

30 genome), or antisense compositions. 

Cancer polypeptides and polynucleotides can also be administered as Vaccine 
compositions to stimulate HTL, CTL, and antibody responses. Such vaccine compositions can 

79 



WO 03/042661 



PCT/US02/36810 



include, e.g., lipidated peptides (see, e.g.,Vitiello, et al. (1995) J, Clin. Invest, 95:341-349), 
peptide compositions encapsulated in poly(DL4actide-co-glycolide) ("PLG") microspheres 
(see, e.g., Eldridge, et al. (1991) Molec. Immunol. 28:287-294,; Alonso, et al. (1994) Vaccine 
12:299-306; Jones, et al. (1995) Vaccine 13:675-681), peptide compositions contained in 
immune stimulating complexes (XSCOMS) (see, e.g., Takahashi, et al. (1990) Nature 344:873- 
875; Hu, et al. (1998) Clin Exp Immunol. 113:235-243), multiple antigen peptide systems 
(MAPs) (see, e.g., Tam (1988) Proc. Natl. Acad. Sci. USA 85:5409-5413; Tam (1996) L 
Immunol. Methods 196:17-32), peptides formulated as multivalent peptides; peptides for use in 
ballistic delivery systems, typically crystallized peptides, viral delivery vectors (Perkus, et al., p. 
379, in Kaufinann (ed. 1 996) Concepts in Vaccine Development de Gniyter, Chakrabarti, et al. 
(1986) Nature 320:535-537; Hu, et al. (1986) Nature 320:537-540; Kieny, et al. (1986) 
Bio/Technology 4:790-795: Top, et al. (1971) L Infect. Pis. 124:148-154; Chanda, et aL (1990) 
Virology 175:535-547), particles of viral or synthetic origin (see, e.g., Kofler, et al. (1996) X 
Immunol. Methods 192:25-35; Eldridge, et aL (1993) Sem. Hematol. 30:16-24; Falo, et al. 
(1 995) Nature Med. 1:649-653), adjuvants (Warren, et al, (1986> Annu. Rev. Immunol. 4:369- 
388; Gupta, et al. (1993) Vaccine 1 1:293-306), liposomes (Reddy, et al. (1992) J. Immunol 
148:1585-1589; Rock (1996) Immunol. Today 17:131-137), or, naked or particle absorbed 
cDNA (Ulmer, et al. (1993) Science 259:1745-1749; Robinson, et al. (1993) Vaccine 1 1:957- 
960; Shiver, et al., p 423, in Kaufinann (ed. 1996) Concepts in Vaccine Development de 
Grayter, Cease and Berzofeky (1994) Annu. Rev. Immunol. 12:923-989; and Eldridge, et al. 
(1993) Sent Hematol. 30:16-24). Toxin-targeted delivery technologies, also known as receptor 
mediated targeting, such as those of Avant Immunotherapeutics, Inc. (Needham, Massachusetts) 
may also be used. 

Vaccine compositions often include adjuvants. Many adjuvants contain a substance 
designed to protect the antigen from rapid catabolism, such as aluminum hydroxide or mineral 
oil, and a stimulator of immune responses, such as lipid A, Bortadella pertussis, or . 
Mycobacterium tuberculosis derived proteins. Certain adjuvants are commercially available as, 
e.g., Freund's Incomplete Adjuvant and Complete Adjuvant (Difco Laboratories, Detroit, MI); 
Merck Adjuvant 65 (Merck and Company, Inc., Rahway, NJ); AS-2 (SmithKline Beecham, 
Philadelphia, PA); aluminum salts such as aluminum hydroxide gel (alum) or aluminum 
phosphate; salts of calcium, iron, or zinc; an insoluble suspension of acylated tyrosine; acylated 
sugars; cationically or anionically derivatized polysaccharides; polyphosphazenes; 
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biodegradable microspheres; monophosphoryl lipid A and qui! A. Cytokines, such as GM-CSF, 
interIeukin-2, -7, -12, and other like growth factors, may also be used as adjuvants. 

Vaccines can be administered as nucleic acid compositions wherein DNA or RNA 
encoding one or more of the polypeptides, or a fragment thereof is administered to a patient. 
5 This approach is described, for instance, in Wolff et. al. (1990) Science 247:1465-1468, as well 
as U.S. Patent Nos. 5,580,859; 5,589,466; 5,804,566; 5,739,1 18; 5,736,524; 5,<579,647; WO 
98/04720; and in more detail below. Examples of DNA-based delivery technologies include 
"naked DNA", facilitated (bupivicaine, polymers, peptide-mediated) delivery, cationic lipid 
complexes, and particle-mediated ("gene gun") or pressure-mediated delivery (see, e.g., U.S. 

10 Patent No. 5,922,687). 

For therapeutic or prophylactic immunization purposes, the peptides of the invention can 
be expressed by viral or bacterial vectors. Examples of expression vectors include attenuated 
viral hosts, such as vaccinia or fowlpox. This approach involves the use of vaccinia virus, e.g., 
as a vector to express nucleotide sequences that encode cancer polypeptides or polypeptide 

15 fragments. Upon introduction into a host, the recombinant vaccinia virus expresses the 

immunogenic peptide, and thereby elicits an immune response. Vaccinia vectors and methods 
useful in immunization protocols are described in, e.g., U.S. Patent No. 4,722,848. Another 
vector is BCG (Bacille Calmette Guerin). BCG vectors are described in Stover, et aL (1991) 
Nature 35 1 :456-460. A wide variety of other vectors are availablel for therapeutic 

20 administration or immunization, e.g., adeno and adeno-associated virus vectors, retroviral 
vectors, Salmonella typhi vectors, detoxified anthrax toxin vectors, and the like. See, e.g., 
Shata, et al. (2000) Mol Med Today 6:66-71; Shedlock, et al (2000) J. Leukoc. Biol. 68:793- 
806; Hipp, et al. (2000) In Vivo 14:571-85. 

Methods for the use of genes as DNA vaccines are well known, and include placing a 

25 cancer gene or portion of a cancer gene under the control of a regulatable promoter or a tissue- 
specific promoter for expression in a cancer patient. The cancer gene used for DNA vaccines 
can encode full-length cancer proteins, but more preferably encodes portions of the cancer 
proteins including peptides derived from the cancer protein. Li one embodiment, a patient is 
immunized with a DNA vaccine comprising a plurality of nucleotide sequences derived from a 

30 cancer gene. For example, cancer-associated genes or sequence encoding subfragments of a 

cancer protein are introduced into expression vectors and tested for their immunogenicity in the 
context of Class I MHC and an ability to generate cytotoxic T cell responses. This procedure 
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provides for production of cytotoxic T cell responses against cells which present antigen, 
including intracellular epitopes. 

In a preferred embodiment, DNA vaccines include a gene encoding an adjuvant 
molecule with the DNA vaccine. Such adjuvant molecules include cytokines that increase the 
immunogenic response to the cancer polypeptide encoded by the DNA vaccine. Additional or 
alternative adjuvants are available. 

hi another preferred embodiment, cancer genes find use hi generating animal models of 
cancer. When the cancer gene identified is repressed or diminished in cancer tissue, gene 
therapy technology, e.g., wherein inhibitory or antisense RNA directed to the cancer gene will 
also diminish or repress expression of me gene. Animal models of cancer find use in screening 
for modulators of a cancer-associated sequence or modulators of cancer. Similarly, transgenic 
animal technology, including gene knockout technology, e.g., as a result of homologous 
recombination with an appropriate gene targeting vector, will result in the absence or increased 
expression of the cancer protein. When desired, tissue-specific expression or knockout of the 
cancer protein may be necessary. 

It is also possible that the cancer protein is overexpressed in cancer. As such, transgenic 
animals can be generated that overexpress the cancer protein. Depending on the desired 
expression level, promoters of various strengths can be employed to express the transgene. 
Also, the number of copies of the integrated transgene can be determined and compared for a 
domination of the expression level of the transgene. Animals generated by such methods will 
find use as animal models of cancer and are additionally useful in screening for modulators to 
treat cancer. 

Kits for Use in Diagnostic and/or Prognostic Applications 

For use in diagnostic, research, and therapeutic applications suggested above, kits are 
also provided by the invention. In diagnostic and research applications, such kits may include 
atfleast one of the following: assay reagents, buffers, cancer-specific nucleic acids or antibodies, 

antisense polynucleotides, ribozymes, dominant negative 
cancer polypeptides or polynucleotides, small molecule inhibitors of cancer-associated 
sequences etc. A therapeutic product may include sterile saline or another pharmaceutical^ 
acceptable emulsion and suspension base. 

In addition, the kits may include instructional materials containing instructions (e.g., 
protocols) for the practice of the methods of this invention While the instructional materials 
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typically comprise written or printed materials, they are not limited to such. A medium capable 
of storing such instructions and communicating them to an end user is contemplated by this 
invention. Such media include, but are not limited to, electronic storage media (e.g., magnetic 
discs, tapes, cartridges, chips), optical media (e.g., CD ROM), and the like. Such media may 
include addresses to internet sites that provide such instructional materials. 

The present invention also provides for kits for screening for modulatois of cancer- 
associated sequences. Such kits can be prepared from readily available materials and reagents. 
For example, such kits can comprise one or more of the following materials: a cancer-associated 
polypeptide or polynucleotide, reaction tubes, and instructions for testing cancer-associated 
activity. Optionally, the kit contains biologically active cancer protein. A wide variety of kits 
and components can be prepared according to the present invention, depending upon the 
intended user of the kit and the particular needs of the user. Diagnosis would typically involve 
evaluation of a plurality of genes or products. The genes will typically be selected based on 
correlations with important parameters in disease which may be identified in historical or 
outcome data. 



EXAMPLES 

Example 1: Gene Chip Analysis 

Molecular profiles of various normal and cancerous tissues were determined and 
analyzed using gene chips. RNA was isolated and gene chip analysis was performed as 
described (Glynne, et al. (2000) Nature 403:672-676; Zhao, et al. (2000) Genes Dev. 14-981- 
993). 
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Tatfol Bsteme^ conditions, abnormdillee. of organs affecledbf disease, refared to In Trite 2Awd3^1br^ichniaitefs ham teen Idanlilted a 1 doth B r«.l.i=rt m «n»,. 
cotton, pncfcdha varfous stage, .ndJbr nrt***)*, .hkh those r^** Bteo ta us** ^ ^re™i^^^^fvS^X^, 

c bto0<i vessets/angbgenesls: hemangtonise. lymphangiomas, langiosaccma, Wangfoaarwirii Kapcsi-ssarcotna, wound heaSna tissue remodaflno «u, i-w*. 

blinphomaa lymphadenlfe, lymphangitis, autnimn™. diseases (e*. I^SLE. Juvento rin»fc arth^ZwSJaSeKS ^Z^^ 
^es^^^ap^^^ 

1 0 H*"^ F arclnoma ifl 5llu ' PaP Iffa ry carcinomas, bansffiona] cell cadiwm^ squamous cell carcinoma 

1 <- breast ducttf carcinoma In situ, lolxi&r carcinoma In shii 
i J cervix: cancer of ine cervix, vagina, or vulva 

cdori/te^m: precancerous colorectal dsease (e.g., neoplastic polyps (adenomas), fcmrfol adenomatous polyposis licerative collrJsl colon eanr«- « * anHh^n , 

a^arcrio^ 

precursor Jflroj lymphocytes, monocyte, neufrophfe, eoslnophas. basophlTdendrlllccclls. lyimholS S 

[ymphanfl.bs. bacteremia, ehn^ncflspechiclymp^ wmpnraaas* mm. irfflammatan. lei*ccytos«s. lymphadenitis, 

ffler 9 oVtt 

^^^!^^^^ M, ^i! D,n * ""Kf 10 " 3 >wsl edeiBcardnoma. acinar eel catrino™, undassffiedlargacelcaninonia, small oetlcwcfnoma 
~^ P ^^S B,h "5 a - duc ^- ectBfc mucuVhypaBsemdng tumor, mucinous cyst adenoma, papilla? <** c naoplasm. serous oyst ade^tobetes m^hh* 

tferinalofibmeamoma protuberans fcrel aTfferanfeted fib^acoma of thaskui), xanthomas (bmw-tocdt^^ r 

hemaigtopertcytarna). syaovfal tumors C&g, mesothelioma), neum tumors to. neuroaSma, iKuroStxoaarcoma, meTwinlDenS^^ 

ta ° ra cho " d ™ 3raoma > «n* meseechymal tun**, .pMilSC^TSd! 

^SSST£f' rienc^ar*™, can*** ton^n^, oWd*,* R p^a^octet^ayp^pd^ ^ 

fiS^r^ T* ^^f?." 188 *** "teootaneous neoplasm, (taofticfegoStooW, ^"S^T - P-***rl««*fc nTesdheJom^son 
U^l^^?"' en * ,ne!nc " ri - PfPSIavenuornaWotd, papillary saraus, dear cell, MucmousKlmBserKh^ritaioni (e.g^ruloji^ stromal sarcoma, 
lefomyosaooma, nonspeefc sarcomas), mired tumas (e,g.. mdlgnant irimi midlerian tumors, adenosaroma) enournHna suomai sarcoma, 
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75 T ^f. ^SJ!!^!! 30 M ******* ^^i"?. ^ B Uilg eno liys and accession n umbers in Tables 2Ar72A, 76A and 7HA lesnscttrelv For each medlcted 
/O axon is listed genomfc seqiienco sourta used for jx^ldion. NucfeoCde locator* of each predicted axon are also Gstad respectively, hor each predicted 

Table 2A, Disease IndTcaGons and Preferred Uffifes far Selected Genes 

80 TaW02AprovWeS pmfe,reddlseas8lndfcaBora ^ P^ 11 untofer about 4l3saiected genes. These genes were Identified using ^Anyn^ixGBnechtp mm* 

Pksy: Unique Eos probeset identifier number 

BtAccn: Exempia- Access™ number 

UnlgenelD: Unfoerre IO number 
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Iflnfgene Trite: Unfgane gene HOe 

Ksaase: preferred diseases indicated for selected gene as described tn table 1 end abbreviated as follows: Wad (bladder diseases), anglo (blood vessel diseases), EVYS 
(bane diseases), gllo {brain diseases}, breast (breast diseases), cerv (cervical diseases), colon (colorectal diseases), esoph (esophageal diseases), fibre (fibrosis 
_ diseases), headnk (head & neckdJseaseBL ten (leiomyoma d saases). leuk (leukocyte diseases). hepC (liver diseases), lung (lung diseases), ovar (ovartan 

diseases), endo (ovarian endomeolold diseases), omuc (ovarian mucinous diseases), pane {partcreaffc diseases), pros (prostate diseases), renal (renal diseases) 
saro (soft Ossue and bona diseases), meta (skin oTseases), stem (stomach diseases), test (tesficular diseases), uter (uterine diseases) 

Utility: preferred utilities forcefeded gene as described in the text and abbreviated as foitowa: CTL (DNAvaccbie target), dbg (dlagrwsfcorprogiuarJctaroeO mAb 

(moAOCbnai aniibgdy target), sm (small md^te target) U 

1 0 Pkey; ExAccjj; UiagenelD; Unlgene TlUe; Disease; Ufjity 

102892; BE440Q42; Hs.83326; matrix metaltoprotelnase 3 (st; headnk; mAtwdjag^m. 

104B65; T7934D; Hs.22575; B-ceH CLUymphwre 6, member ; anglo; CTL 

10497fi:All992eB:Hs.l9322;Homosapi'en3.SimIartoRlKEN;^ 
I J 109424; NMJ0532£Hs.B5962; hyaluronan synthase 3fc Mad. lung: mAb+s.ra 

110765; AK00032£ Hs.18457; hypolhedcal protein FU2Q315; colon, pros, stem, liter; mAlwfiag 

110906; AA035211; Hs.17404; SOX7 SRY (sex determining Tegl; anglo, Nad; CTL 

1 15622; BE614387; Hs333693; c-Myc target JP01; coton, lung, Wad, pane; CTL 
„ 116176; AA311152; Hs288708; hypothetical protein FU21662; colon; CTL 
ZU 118695; AKQ00465;Ks.500B1; KIAA1199 protein; colon, lung; dag 

123049; BEO47680; Ks.21 1869; dfckkopf (Xsncpus laevte) homo; EWS; mAlndiag 

131486; F06972; Hs.27372; endothefial tyrosine kinase (E; angto; CTL+s.m. 

133370- AF2455D5; Hs.72157; Adlcan; breast, lung, pane; diag 
- 310016;AW449612:Hb.152475; ESTs;cobn;CTL 

ZD 322303; A1357412: HS.1S7601; ESTs; colon, pros, flbro. breast; CTL^dlag 

40u2BS; X07820; H&225S; matrix nietaiJoproteJTiase 10 (s; anglo, Wad. lung, corv, ovar, headnk, esoph; mAb*dtan+s.m. 

400297; Al 127076; HsJ288381; hypothetical protean DKFZpSWO; breast, Nad, colon, pros; mAb 

400303; AA24275Bf H&J9136; UV-1 protein, estrogen regiia; breast, ovar. pros, atom, uter, Nad, lung, headnk: mAb 

400B43;;;NM-.00310^:Homo sapiens wr0; btad; &m. 

402075; ; ; ENSPOMOrje5105^:PIasrna rnernbra; hfari. lung, headnk, cerv, mela, esoph; mAb+dfag 
402901; ; ; t^025206*:HorrK> sapiens hypoth; Wad ; CTL 

4042B7; ; ; FGEMESH predicted novel CUMo; pane, lung, colon, uter, esoph; mAb+wa 

4046B2; ; ; ortholog of mouse polydoman p; pane; diag 

404875; ; ; Nf0228l9*:Komo sapiens ptiosph; blad; CTL-ram 
J 5 404977; ; ; Insunrhihe growth factor 2 0 Mad, ovar, sate; mAb+dfeg 

405033; ; ; W002652^giJ5443271sp(Q04799|; blad; s.m, 

408400; ; ; fcsJIikren 6 (neuropsftirovaski; ovar, uter; dtag 

406954; M21305; ; FGEMES predicted novel secrete; angio, blad, fbro. saro; dlag 

407604; AW955705; Hs.62604; Homo sapiens, clone 1MAGE4299; glio. Had; CTL 
W 407792; AI077715; Ks,393B4; putative secreted hgand homol; ovar, uter, cerv, pane; mAiwdiag 

407811; AW190902; HM0098; cysteine knolsuperfarnily 1, B; blad, pane, stem, uter, lung, esoph; diag 

407B36; T79340; Hs.22575; B-cal CtUymphoma 6, member ; angle; CTL 

407975; M942fi; Hb-41718; endothelial cal-spsdEc mole; anglo, renal; diag 
. - 408243; Y00787; Hs.624; feiterieukln ft btad, stem, haadnk, cerv.tung, anglo, esoph, pane; diag 

408367; AK001178; Hs^4424; Homo sapiens orphan iteurotrans; mela; mAb+s.m. 

408369; R3B43Q; Hs.118747; SLC16A2 Solut© cairterfanlly ; pros, lung, fibre, uter, gllo. cerv, ovar, mAb 

408380; AF153050; Hb.44532; dhiblquHm; king, bJad, headnk, pane, stom, fibro, esoph, mala; CTL 

408482; NMJMQ676; Hs.45743; adenosine A2b receptor, king, esoph. headnk. colon; mAb*s.ra 

40fl5S2;AM36323; HsJ1141; roundabout (axon guidance reoe; uter, fibre, saro; mAtj+sm 
JU 40B790; AWS80227; Hs.47860; neurotrophic: Cosine (dnase, ; lung; mAtHsm 

40B908; BE296227rHs.250822; serin etti reonfete ttiase 1ft blad, timg, headnk, stom ( ooton;s.m. 

409041; AB039025; Hs.50081; Hypothetical protetn, XP_0518S; uter, ovar, ling, colon, stem, headnk, breast pane; CTL-nJIag 

40907$; W87707; Hs^2065; Interteufa'a 6 signal trarisdiira; breast, pn3s; mAb*s.m. 

409103; AF251237;Hs.1 12208; XAGE-1 protein; tungc CTL 
55 409178; BE393948; rb.50815; kaJEkroVi 5; ovar, breast mela; dtag 

409220; BE24332& Hs51233: lumor necrosis feeler receptor; anglo, renat colon, stem; mAbts.uL 

409420; 21 5006; Hs.54451; taming gamma 2 (nJceln (100k; lung, headnk, pane, siom, cerv, esoph, blad; drag 

409632; W74001; Hs.55279; serine (or cysteine) prolelnas; lung, blad, headnk; diag 
» 406653; AJ743750; Hs,9B306: K1AA1852 protein; renal; CTL 
60 409757; NH4JJ01898; Hs.123114; cystafln 8M; pane, stom, lung, blad; diag 

409889; AWB30041; Hs.56937; suppression of Unrortgenlclly ; colon, ovar, pros; mAtHSjn, 

409893; AW247090; Hs.t7101; rnlrtchromosome mantenance dot tung, cerv, blad, test esoph; CTL-ts jn. 

409955; AW103364; He.727; inhiUn. beta A (acthrin A, ac; breast pane, over, colon, headnk, lung, blad, esoph; diag 
„ 410001; AB041035; Hs.57771; katikian 11; ovar, pros, uter, cerv, lung ; diag 
O D 410055; AJ25D839; Hs.56241; gene for serincAhreonino prot renaf; s.m. 

41015* BE311928tHs.lSB30; hypothetical protein FU12691; renal.bbd; CTL 

410274; AA38lB07iHs.33B4O2; hypoxia-Inducible protein Z lung, renal; CTL 

410309; BE043077; rfe,278l53; aJpha-2,8^1atyltransfemse If; pane; sjkl 
r 7Ci 410407; X66839; Hs^3287; carbonic anhydrase IX; renaf, lung, colon, store, ovar, uter, Had, saro; mAb+sm 
/ \J 410418; D313B2: Hs.63325; transmembrane protease, serine; colon, Nad, (una, over, pane, headnk; inAtHdiag-isjn. 

411 274; NM_P02776: Hs.69423; kallkreln 10; colon, ovar, uter, carv, headk, pane; <feg 

41 1411; AA345241; Hs.55950; ESTs, WeaMyslmllar to WAA13; renaf; mAlnsjn. 

41177% NMj006799;Hs.72026; protease, serine. 21 (tesosln; over; drag 
nc 41 1975; AJ01805BC Hs, 144583; ^UTRof: dead raiger (Drosoph; test colon; CTL 
/ 5 412078; X69699C Hs.73149; paired box gene 8; ovar; CTL 

H6.73B25; RAB6 interacting. WnesMke; lung, blad, headnk, breast ovar, pane, angto, test mela; s.m. 

I 1 ^™^? 9 *- 35608 * Gpretelrvcoupled receptor 27 ; ovar. uter. test; mAiHs.m. 

412609; 248804; Ris.74124; ocular albinism 1 (NetUeshlfK jneTa; wn. 

41262B;AI972402;Hs^fJ51;hyp(^*ca1pretetor^ 
OU 4127C9; AL022327; rfa745l8; IOAA0027 protein; glfc), saro; mAb*sjn. 

412719; AWO16610; Hs.B16t ESTs; king, headnk. blad. gllo, cerv, sarc; s.m. 

412959; C8745B; Hs.75090: KIAA0282 protein; glto; CTL-tsjn. 

413048; M93221; Hs.75182; mannoss receptor. Ctype 1; tibro, pane; mAb 
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413063; A1D35737; Hs.75184; chitinase 34fte 1 (cartilage ;gfo, over, Wad, lung ; dlag 

413273; 8ES63085; Ks.633; interferorvsftnulated protein,; pane, lung, bted, breast, cerv, ovar, headnk, esoph, mela; CTL-ram 

413324; VG0571; Hs.75294; cortfcotroptn releasing hotmon; Wad; dlag 

413385; M34455; Hs.840; Inddeaamineijyrroie 2,3 doxyg; Wei lung, mela, fibre, titer, sarc; s>nu 
5 413554; AA319146; Hs.75426; secrelogrenin II {chrcrrograTiiri; pone, gllo; diag 

41 3719; BE43958D; Hs.75496; small Inducible cytokine subfa; teuk, pane, lung, headnk, cerv, colon, uter, stom, esoph; diag 

414555; N98589; Hs .76422: pnoepholipase A2, group IIA (p; pros: e.ra. 

414577: AU)5654$ HS.37893B; hypothetical prcriefn FU20992 ; angro; CTL-diag 

41 4774; XM419; Rs. 77274; plasminogen activator, urattna; lung, Nad. headnk, pane stem, over, esoph; diag 
1 O 41 4812; X?275% Hs.77367; monokine Induced by gamma Inle; breast, btod, lung, fibro, pane colon, haadnk, cerv, stom, renal, ovar, test, mela, esoph; i 

41465% AA9269505 Hs.346669; CDC28 protein Kinase 1; tung. ovar, stom, colon, rarv, headnk, test; s.m. 

414907; XS0725: H8.77S97; polo <Drosophig)^ike kinase; Hai lung, ovar, test; s.m. 

414991; C1789B; ; Homo sapiens up-reguteled by B; fibro, lung; mAo+dcag 

415138; CI 836 6; HsJ95944; tissue factor pathway inhlblto; anglo, pane, atom, lung, utenCTL+diag 
15 415539; At733881;Hs.72472; NAMHOMnTED ... receptor tin as* breast mAb+B.m. 

41566$ AW9S76S4; Hs.3TJBB14; Honosaptefts lysyt oxidase^ mela; diag 

41566% NM_005025; H&,7a"569; serine {or cysteine} prolekias; lung; mAb-Kflag+sjn. 

415617; U8B957; K&.76S&7; protein tyrosine (fiosphalase, ; lung, gllo, headnk, cerv, mala, esoph, fibro; mAtHS.nt 

416923; AA724373; H^304950; Homo sapiens mucoSp!n*3 (MCOL; mela; mAb 
ZSj 4160&1; AF295370; R3.2B3QB2; de&nsm, beta 3; headnk, esoph, mela; CTL*dtag 

416209; M239776; Rs.79078; MAD2 (mitotic arrest deScfenl; lung, headnk, colon, uter.stan; CTL^.m. 

41625% AA551366; Hs .73452; Kremen 2; esoph, lung, cerv, ovan mAtHB.m. 

415530; U&2B01; Hs.79351; kaSlrkratn 6 (neurosin, zyma); ovar > uter; diag 

41 6635; N32536; Hs .42645; solute carrier famly 16 {mono; breast, pane, trier, mela; mAb+sm 
25 41 6650; U03272; Hs.79432; fibrillin 2 (congenita) contra; king, ovar, utar, bled, anglo, test sarc; dlag 

416836; D54745; Hs.60247; chotecystotonin; pros, EWG,gIo; diag 

416857; AA188775; Hs.292453; FGENESH predicted TM contamln; gKo; mAtw.m, 

410965; N2G223- Hs.16Q436; MDAC1: fibro, ovar, titer; mAb 

417034; NMJJ06183; Hs.60962; neurotensin; tang, headnk, cerv; diag 
30 417079; U65590; HB.8H34; tterteukfn 1 receptor antagon; blad, lung, headnk. cerv, esoph; diag 

417166; AA431323; Hs.42145; Paired box protein Pa*3; mela. sarc; CTL 

417389; 8E260964; Ks.82045; mkfldne (neurfte growth- pronvrt; ovar, king, Wad, Titer, cerv, pane, stom, mala, test colon, sarc; mAb+diag 
417433; BE 270266; Hs.82128; 5T4 oncofetal trophcblasl gtyc; pane, breast blad. lung, haadnk, cerv, uter, ovar, atom, renal; mAb 
417771; AAB0469B; Hs,82547; reb'nolc acid receptor respond; Had. cerv, pane, pros, ovar; mAb 
35 417BG6; AW067903; Hs.82772; collagen, type XJ. alpha 1; lung, pane, breast, ovar, headnk, stem, sarc; CTL 
417931; W95B42; Hs.82961; trefoil factor 3 (Intestinal); ovar, pane, stem, colon, liter, pros; (Sag 
41793% X02308; HG.B2962; thymidilate synthetase; mad, lung, anglo, coJon, pane esoph; s,nt 

415007; M13 509; H s.831 68; matrix metettoprotetae 1 (En; king, bfed, fibre, headnk, pane, stem, colon, ovar, esoph, mela; mAlMdlag+s.m. 
418030; BE2G7573C Ha.83321; neuromedin B; glio, pane; dfeg 
40 418064; BE367287; Hs.83384; 8100 cafclurrvtoidlng protein, ; mela; dlag 

418281; W9550; Hs.1154; cvWircta! glycoprotein 1, 120k; uter, ovar; CTL-niiag 

418478; U3694S; Hs.1174; cydin-depandanl kinase irihibi; lung, bled, ovar, headnk, pane, cerv* mete, sarc; sm 

418506; AA08424S; Ks. 372651; Unknown protein for KAGC:29643 ; anglo, ovar, glo, uter, king, Wad, pane, mela, sarc; mAtmteg 

41852% BEO1902O; Hs.85838; sokite carrier famly 1 6 (mono; lung, Mad, renal, pane, atom, colon, ovan mAb+s.m. 
45 418558; AW06226G; HsJBG131; Fas (JNFRSFB^assodated via d; esopK headnk; s.m. 

418578; NMJXH327; Hs.87225; cancerAeatis antigen (NY-ESO-; hmg, blad, stem, ovar, pane, esoph, cerv, sarc; CTL 

41 8738; AW388633; Ks.6682; solute carrier family 7, (can; anglo, king, ovar, blad, colon, atom, pane, uter, teulc mAb+a.ra 

418830; BE513731; H3.348874; hypothetical protein MGC481 6; lung; CTL 

418867; 031771 ; Hs.89404; man (Droaophile) homes box honr, blai s.ra 
50 418870; AF1472D4; Hs.89414;chemotthe (C-X-Cmonfl, recep; feuk, ovar, breast, blad, renal; mAb+sm 

4190B0; AW1E0B35; Hs.18878; hypothetical protein FU21620; renal, lower Uter, lung; CTL 

419121; AA374372; Hs£962G; parathyroid hoimon&like horrno; lung, esoph, headnk, Wad; dlag 

419171; WyL,002846t Hs.89655; protein tyrosine phosphatase, ; lung; rnAtnsm 

419172; AW33SG25; Ha.22026; ESTs; similar b TRANSMEMBRAN; angb. rem* mAb+s.m. 
55 419183; U60B69; Hs^966% cvrochrorne P450, subfamly XXI; blad, lung, head*, pane; CTL+5.m. 

41321B; AU07fi71B{ Hs.164021; small Inducible cytokine subfa; pane, tUng. stom. cerv. proa, headnk. esoph; diag 

41K35; AYV470411; Na^8B43% neurotrimin; pane, fibro, headnk. kmg; mAlndlag 

419452; U 3363 5; Hs.90572; PTK7 protein tyrosine Wnose 7; evar, pros, lung, breast, uter, test pane, stom, sarc; mAtHsm 
419508; AW997938; Ks.90785; ATRblndlng cassette, cub-faml; gib. omuc, stem, lung, pane, colon, renal, uter; mAb+s.m. 
OO 419558; U29515; Ha.91 093; chit'nase 1 (riiitDirk^as^ lung. ^ lest; rnAlndiag 
419704; AA429104; Hs/5057; ESTs; gtlo; CTL*sjn. 
41972% AL120193; hk339810; tongevlty assurance (LAG1, S. ; gflo; mAb*diag 

419741; NM_P07019; Ha.93002; uWqUrtin earner protein E2-C; blad, kin©, colon, ovar, test, esoph, mela, sarc; CTL+sjii. 

419833; AA2511 31; Hs^20597; Homo sapiens ayptophanyWRN^ fibro, atom, blad. esoph, uten dag 
05 4201 59; Al5724gO; Hs.93735; Homo sspferra cDNA: FU21245 fl; Wad. sfixrc mAb 

420162; BE37B432: ri3,35577; cydln-rJepenrterit kinase 4; tung, mela, sarc; s.m 

420370; Y13645; Hs.97234; uroptakln Z Wad; mAb 

420440; NM^002407; Hs,07&44; mamrrogtoblr; 2; ovar, uter, cerv; dag 

420602; AF060B77; H&J9236; regulator of G-proteto slgnalt; headnk, gffo, cerv. mela; CTVuun. 
70 420610; AK83183; rts.99348; distal-less horrw box 5; irter, endo, tung; CTL 

420737; L0BO96; Hs,99899; CD70 ; tumor necrosis factor ; renal; mAb+sjn. 

420876; AA9 18425c Ha.177744; FGENES predicted novel protem; pane, Wad; s.m. 

421066; AUO70725; Hs.101 400; branched chain amkiotransferas; blad, lung; CTL^.m. 

421110; AJ250717; Hs.1355; cathepsln E; Wad, pane, sum, lung, fibro, ovar, esoph; snwdlag 
/ 5 421340; F077B3; Ha.1369; decay acceterafing rector for ; angro. pane, stom; dlag 

421379: Y15221; Hs.103982; smal Inducible cytokine subfa; breast pane, headnk. lung, stom, bled, cerv, colon, leuk, fibro, test, mela, esoph; dlag 

421471; U90545; Hs-327179; aotuta canter family 17 (sodi; renal; mAb**.m. 

421474; 1)76352; Hs.104637; sokite carrier family 1 (gluta; lung; mAtne jr. 

421524;AA312082; Hs.105445; GDNFfamiry receptor alpha 1; breast; mAtHsm 
oO 421552; AF028B92; H&1O5700; secreted friz2ted^elated prol; breast, ovar, pane, cerv, uter, pros, lung, stom, headnk; dlag - 

421563; NH.0G6433- Hs.105806; granulystn; fibro; otag 

421574; AJ000152; Ks.105924; defensTn, beta 2; headnk, king; CTL-»diag 

421582; A1910275; Ha.350470; trefoil factor 1 (breast canoe; breast, pane, lung, omuc; diag 
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421659: NMJJ14459; Hs.106511; protocadherin 17; flbro; mAb 
421753; BE3 14828; Hs.107911; ATP-Mnding cassette, sub-famf; lung; mAb+sm 
421817; AF146074; HS.10B6B0; ATRhnrlng cassette, sub-fem; lung, cerv, headnk. Wad; mAb+sm 
421823; AB018330; Hs.108708; caJclumfeaknodurm-dBpendent pros; sm 
5 422048; NMJM2445; HsJ28B126; spondfn 2, extracellular matri; pane, pros, sarc; tfeg 
4220B3; NM_001 141; Ka-111256; srerfiidgnate IStlpoxreeoasa, ; pros; s.m. 
422109; S73265; Hs.1473; gastriii-reteasing peptide; pane, lung, colon, flbro; (flag 
422156; L10343; Rs.1 12341; protease Inhfcttor 3. skin-da; headnk, bbd. lung, cerv, stom. esoph; ding 
42219^AA3O5l59;H8.113019;fl5485;meJa;8,nx 
1 U 422260; AA315993; Hs.t054B4; regenerating gene type IV; colon, omuc, stem, pane; mAb+dlag 
422282; AF019226; Hs.1 14309; afxflpoproteln U btad, lung, headnk, renal; dag 
422283; AW411307; Hs.11431 1; CDC45 {eel division cycle 45,; lung. Wad, test cerv, headnk, esoph; s.m. 
422330; D307B3; Hs.1 15263: eplregulirr, pane; colon, Wad; rnAb+diag 

422397; AJ223366; Hs.1 1 6051 ; MYEOV Myeloma overex pressed ge; pane, stom, cdon, esoph, renal, blad; CTL+sm 
1 5 422424; Al 186431; Hs.296638; prostate differentiation facto; Nad, pane, pros, angfo, colon, stem, lung, mefa; dlag 

42257% AF239666; Hs, 1 545; caudal type homeo bo* transcri; colon; CTL 

422627; BE336B57; Hs ,118787; franstomnnp; growth factor, be; coton, renal, ssic; mAb+diag 

422765; AW409701; Hs. 1578; baculovirat tAP repeat-contain; hing, blad; s.m. 

42Z30B: AK001379; Hs. 121028; hypothetical protein FL3 10549; blad, cer, tung, uter, anojo, stom, test; em 
Zi) 422867; 132137; Hs.1 564; carfflage oUgomeric matrix pn breast, ovar, pros, pane lung, colon, uter, ears dlag 

422956; BE545072; Hjl122579; ECT2 prate* (Epithelial eel ; ovar, blad, pane, lung, headnfc, coton.stom; CTL*a.m. 

423161; AL049227; Hs. 124776; downstaam of cadherfn S (by 3; renal, ovar, blad; mAb+s.m. 

423184; NMJKM426; Hs.1624; ephrhW\1; pros, pane renalcolon; rnAb+cm 

423242; AL0394O2; Ks. 125783; DEME-6 protein; breast, renal, ovar, proa, colon; CTL 
25 423508; AVTC04297; Hs.129711; hepaflfls A virus cefliiar rec; renal, colon; rnAb 

423583; AL1 22855; H3,129B36;K1AA1028 protein; prossm 

423634; AW95990B; Hs.1690; heparin-bindkig growth factor ; lung, blad, headnk, pane; dlag 

423573; BE003054; Hs.1695; matrix metalo proteinase 12 (m; blad. lung, headnk, ovar, pane, colon, stem, liter, cerv, esoph. test: mAtwllag4s.ra. 

423336t U77629; 143.135639; achaate-scuta complex tDrasaph;ajJoe atom, ovar; CTL 
30 423961; D13666; Hs.136348; perioslin (OSMosfc breast, colon, blad, tung, fibre, pane, headnk, ovar, meJa, sarc; mAb+dlag 

424008; R0274O; Hs.137555; putative cnemoWne receptor; G; blad, headnk, stem, cerv, esoph; mAtnsm 

424046; AF027C66: Hs.138202: serine tor cysteine) protsfnas; headnk, lung, cerv: drag 

424321; VV74048; Hs.1765; lymphocyte-pacific protein ty; mela, fibre; sm 
_ _ 424381; AA285249; Hs.146329; protein Wnase Chk2 (CHEK2); lung, colon, test; sm 
3 0 42441 1; NMJDO5209; Hs.146549; aystaltln. beta A2; pane, sarc; sm 

424502; AF242386; Hs,1495B5; lengsln; lung; s.rn. 

424503; NMJJ022O5; Hs.149609; Integrin, alpha 5 (fibrmectin; pane, pros.angto, blad, lung; mAb+sm 
424620; AA101043; Hs.1S1254; kallkreVi 7 (diymdryptlc, st; ovar; dlag 

424687: J 05070; Hs/151738; matrix mstaltoprotelnase 9 (ge; headnk, pane. tung. Had, uter, cerv, colon, stem, teat, mete, sarc; dlag 
40 424735; U31875;Hs.272499; short-chain alcohol dehyoVogen; blad, breast CTL'+s.m. 

424625; AF2O70 89; Hs.153357; procoRagen-lyslne, 2-oxogluta; maia; CTL-»sjn. 

424905; NKJKK497; Hs.153704; NIMA (never In mitosis gene a); war, Mad, lung, headnk, pane storm sjh 

424917; A163620B; Hs.96S0l ; hypotheDce) protean FU23049: fibro, uter, ovar, CTL 

424943; AU077260; Hs.1 53924; death-associated protein Unas; fibro; sm 
45 425009; X58288; Hs,154151; protein tyrosine phosphatase, ; renal flbro; mAtHS.ni. 

425071; NH_0139B9; Hs.1 54424; delodinase, Icdothyronfeiev typ; pros, colon, stom. utsr, carv, headnk, esoph, pane; diag 

4251 15; R44684; Hg.123956; downstream ot 6 protein-coup; glo; mAb+sjti. 

425247: Nr^J305940; Hs.155324; matrix metalloprotetnase 11 (s; breast, ovar, lung, colon, pane, headnk. stem, uter, cerv, btad, esoph, sarc; mAb*dlag+«m 
42528^ NrA.00tl97;rte.l5541^B(^nteractirig kilter (apopt; pros; s.m, 
50 425322; U6363Q; H&155637; protein kinase, DNA^drvated^ lung, headnk; sm 
425535; AB007937; Hs.158287; syndecan 3; mela, glo; mAb+sm 

425660; NM_001 944; Hs.1925; desmosfein 3 {pemphigus vulgar; lung, headnk, cerv, esoph, Mad: mAb 

425721; ACO 02115; Hs.1593fJ9; uroplaWn 1 A; Wad; mAb 
- . 425723; NW_0 14420; Hs.1 59311; dtokfopt (Xenopus laevls] homo; en do, uter, colon; CTL-Kflag 
55 425734; AFO56209; Hs>l59396; pepfiajigrycro elphsremfdabn; limgrsm 

425776; U25128; Hs.159499; parathyraJd hormone receptor % ovar, uter, lung; mAb+dlag 

425842; AI5B7490; Ns.159623; NK-2 (Drosophlla) homotog B; pane, glto;sm 

425852; AK001 584; Hs.159651 ; dealh receptor 6, TNF aupernzn; Wad, lung, headnk; mAbtsjn. 

425883; AL1377C0; Hs.1 61031; Homo sapiens mRNA; cONA OKFZp4; blad, pane; mAb 
60 425m AU 876629; Hs.165950; fibroUasl growth factor recep; renal; mAb^s.m 

426028; NM_001 110? Hs.172028; a dtantegrin and mriaJteprote; Uad; mAtmtiag 

426215; AWfi 83419; Hs.1 66223; slanniocalcM 2; breast, lung, renal coton, ovar, uter; mAb+dlag 

42S227: U5705S; Hs.154299; Human proteinase acthrated rec; pane, lung, colon, esoph, atom: mAb+am 

426322; J05068; Hs^012; transcobalamln \ (vttamKi B12 j pane, blad, stem; diag 
65 426344; H41821; He. 322469; trans crlpSonaJ activator of t; gflo; CTL*sjn. 

426427; M8B69©; rfe.169840; TTK protehi Wnase; ovar, lung, headnk, cerv, colon, uter, stom, lest; CTL^s,m, 

426451; AJ 9081 65; Bs.169946; GATAbindlng protein 3 {T-cell; blad, breast wn. 

42651 4; BE816833; Hs.1701 95; bone morphogenette protein 7 (; over, coton, blad, lung, cerv; mAb*drag 

«66O0;NrVt00337B;rte.171O14;VGF nerve grc^factc<lrKigcr;mela,cajc;<fiag 
/ O 426761; A1015709; Hs.1 72089; POR1MIK Prc-oncosla receptorl; lung, esoph, pros, uter, pane, colon, ovar, headnk; mAb+sm 

426812: AF105365: Hs.172613; solute carrier famfy 12 (pota; renal; mAbtsm 

426890; AA3931 67; Hs.41294; 5STs; renal, colon, ovar, uter. atom; CTL 

427230; BE270447S Hs^5B5l2; ublqulUri cantor protBui; lung, blad, test, mela, sarc; CTL^.m. 
_ 427335; AA446542: Hs^7B444; G antiBen 7B; hmg, headnk. Wad, mete, esoph, sarc; CTL 
75 427343; AIB60044; Hs.176977; prateto kinase C binding protsc flDo; CTL-^m 

427722; AK00O123; Hs.180479; hypothetical protein FU20116; colon, stem, pane; CTL 

427747; AW411425; Hs. 160655; sedne^reonine kinase 12; Wad. lung, ovar. stem, test esoph. sarc; sm 

427923; AW274357; Hs .301406: FGENESK predicted 11 TM protei; mela; mAb 
G _ 427969; NMJD01963; Hs^230; epWarmal growth factor (beta-: pane; mAb+dlag 
oU 42B093; AW5945DB; Hs.104830; ESTs; ovar, pane; CTL 

42817ft AI127772; HS.3B0B77: seriin/gliicocortioold legiieted; breast; am 

428187; A1687303; Hs.285529; G protein-coupled receptor 49; ovar, uter. colon, stem; irv\t>*sm 

428242; H55709; Hs.2250; leukemalrihtnn)ryfector(ch:«rff, pane, tau^, lung: dlag 
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428296; NMJJ0305B; Ks.1 83572; salute carrier family 22 (orgs; renal; mAb**jn. 

426330; L22524; Ks.2256; matrix metaltoprcrteinase 7 (ma; liter, ovar, fibro, pros, pane. lung, blad, headnk, esoph, mela; mAb+diag+^.nx 
426368; 65440042; Hs.83326; matrix mr^topcotetoase 3 (si; headnk, stom, esoph. ccten; diag 
42B392; HI 0233; Hs.2255; secretory granule, neuroendocn pane; dag 
5 428450; N&U114791; Hs.184339; KJAA0175 gene product; ovar, cerv, pane, lung, blad, mete; s.m. 
428479; Y0B272; Hs.334552; cell division cycle 2, CI to S: lung, blad colon, tier, over: sm 

426484: AF1Q4032; Hs.1W601: solute carriEr family 7 {caEo; King, Wad, headnk, cerv. esoph, gllo, uter, stom, colon, mela; mAb**.m. 

42B486; AW583497; HS,1846D4; pancrearJc polypeptide; pane; diag 

428505; AL035461; Hs^2S1; chromogranfo B (secretogranln ; pane, lung; diag 
1 0 428513: BE220B06; Hs.164697; pterin CI; meSa, pane, breast stom, headnk; mAb 

42897% NM_0Q5766; Ks.184942; G proteh-coupled receptor 64; ovar, EWS, dten mAWjn. 

428664; AK001668; Hs.189095; simlar to SALL1 (sat (Drosoph; Wad, over. pros, lung, stem, lest; CTUsm 

428698; AA852773; Hs.334838; KIAA1865 protein; breast, colon, king, pane, stom, headnk, ovar, EWS; mAb 

428748; AW593206; Hs.96785; Ksp37 protem; lung, sartr. diag 
1 5 428758; AA43398B; Hs,9B502; CA12S anffgen; mucin 16; ovar, cerv, lung, pane, stom. renal; diag 

428778; AKO0053O; Hs. 193326; fibroblast growth feeler recep; ovar; mAb+sm 

42835% AA306B10; HS.34B183; tumor necrosis factor receptor; cerv, pane, colon, stom, headnk. Tenet; mAh+dlag 

428969; AF1 20274; Hs.1 945B9; artemin; lung, cerv; rf ag 
_ _ 42B970; BE276891; Ha. 194691; rabnoio add Induced 3 (RAIG; stom, pane, colon, over, fibre; mAbfs.m 
20 423149: AW193360; Hs.197982; Homologof moraeADP^tboeyfet; olio; mAb«*jn. 

429211; AF052693; HS.19B249; rjap|unctfon protein, beta 5 C king, bted, headnk, cerv, esoph, stem, mala; mAb*.m. 

429263; AA01 9004; Hfl-19B396; ATP-bmdang cassette, sub-taml; tang; mAb+s.rru 

429275; AF05S065; Hs.1 98612; G protefrwjoupled receptor 51; angle. Wad, gib; mAln&m. 
_ _ 423353; AL1174D6; K&335891; ATP-Wnding cassette transport; breast, pros ; mAb*c.nv 
25 423547; AW0DS166; Hs,99376; FGENESH predicted novel secret pane. headnk. king, ovar; diag 

429/310; AB024937; Hs^t 1092; LUNX protein; PUfNC [palate Eu; lung, fibro; mWndlag 

429903; AL134197: Hs.93587t cycfiwtepsndeni Wnese 5, reg; Tung, mela; s.m, 

429910; NMJHJOW; Hs>2507; S-hydroxytryptambe (serotonin; lelo; mArrem 

430147; R60704; Hs.234434; halrytenhanceT-of^pTrl relate; cjo; a.m. 
3iJ 430178; AW449612; rta.15H75;9OTRot achaete-scutecompfe; colon, stom, ovar; CTL 

430377; NM.001922; Hs.30tB65; dopachrcme tautomerase (dopach; mela; CTL 

430413; AW6421B2; Hs.241392; small inducible cytokine A5 (R; fibro, ©soph, mela; (flag 

430486; BE062109; Hs^41551; chlodde rfiannoT, calciom acti; rung, bted, headnk, cerv, esoph; mAtm.m. 

430B22; AJ005371; Ha. 248 01 7; gryceraWehyde^hosphate deh; nieta, sarc: sm 
35 431130; K(^0D61O3; Hs^7t9; HE4; epJdtyrrfwr^ecHic, whey; ovar, uter; diag 

431462; AYV583672; Hs.256311; granhvllte neuroendocrine pep; pane, lung, gffo, test; diag 

431515; NMJM2152; Hs.258583; EDG-7 (endothelial different!; ovar, pros, lung, blad; mAb-wm 

431620; AA12S103C Hs.264981; 2*^ l -olooadenylate sytfhetas; esoph, cerv; rjTL-ra.m. 

431629; AU077025; Ks.265827; Interferon, aipha-fnduclbte cr, pane, uter, corv. stom, esoph, mela; mAb+dtag 
4U 43163% NMJ)O2204; HsJZ66329; mtegifn. alpha 3 (antigen C04; ovar, pane, bfed. headnk, mela, renat; rnAb+s.m. 

431745; AW972448; Hs.163425; Novel FGENESH predicted cadher; flbro, ovar, uter; mAb 

431840; AA534908; Hs.2860; POU domain, class 5, transcrrp; test renal, bind; CTL 

431846; BE019924; Hs.271580; uroptakln 1 B; lung. Nad, headnk, uter, cerv, stom, ovar; mAtndag 
. _ 431958; X53629; rlsJ2877; cadhedn 3, type 1 . Pcadberin; lung, Mad, cerv, fceadnk, ovar, colon, pros, pane, breast, esoph, test, mete; mAb+dlag 
45 432l01;Al9tB9S0;H!Ll23642;EprV$^ 

432179; X7520& Hs.2913; EphBS; ovar, colon; mAtHitn. 

432186; AW300B88; Hs^73230; hypothetical protein FU 10830; renal; CTL 

432201; AI538813; Ha,23fi241; Transmembrane protease, serine; breast, coton. over, stom, pane, uter, cerv, lung ; mAb+diag+sm 
432579; AF043244; Hs,278439; nucleolar protein 3 (apoptosfe: renat CTL 
50 432596; AJ224741; H&278461; matrifin 3; pane, breast, sarc; diag 

432605; NMJ3O2104; Hs.3066; granzyms K (serine protease, g; renal, breast, king, stom. hapC, fibro, leuk; CTL 
432823; W60377; Hsj57772; ESTs; blad; CTL+s.m. 

432874; W 943 22; Rs279651; melanoma Inhibitory activity: pane, stom, mela, sarc; dtag 

432990; AL036071; H3J279B99; tumor necrose facior receptor; pros, renal; mAb-»«.n\ 
55 433001; AF217513; Hs^799C5; done HQQ310 PRO031 Op 1; colon, breast, tung, blad, cerv, uter, test meta; s,m. 

433447; U2M95; Hsy3261; neuronal pentraxln 0; mda, esoph, colon, renal; diag 

433848; AF0S571 9; Hs.93764; corboxypeptidase M; headnk, esoph, tung: s.m. 

433B87; AK000586; Hs.3&18; WppocalcWlte 1; renal; CTL 
^ 434206; AW136973; Hb.362915; ESTs, Weakly simlar to 889890; colon, king, stom; Cn.*e-m> 
OU 434278; AF123659; Hs.93605; leuckie z^per, putative tumor; mela; am 

434293; NrvL004445; Hs.3796; EphB6; Wad. proa; s.m. 

435013; H91923; Hs. 11 0024; NrvLQ20l42:Homo sapiens NADttub; renal, lung, sarc; CTL 
435472; AW97233C; Hs.283022; trfggerkig receptor expressed ; glkn mAb 
43550% AF200492; HsJ211238; lnterteuldn-1 fiomefeg 1; lung, headnk; diag 
05 43645ft AW292677; Hs^48122; rndatirn4»m»rrtrarjng hormone ; mala, gffo; mAb+s.m. 
436480; AJZ71B43; HswB74G9; putative add-senslng Ion cbarr, gtTo; mAb+s.m. 

438431; AA379587; Hs.6159; HSPC15D protein similar to ub>; lung, blad. colon, ovar, uter, headnk, test; s,m. 
43657ft A1458213; Ha.77542; ESTs; renal, pane, headnk, lung; mAb+s.rrL 
43660fc AA628980: Hs.1 92371 ;dovm syndrome crKcal region ; blad, lung, sarc; CTLtsm 
/ U 436895; AF037335; Hs.5338; carbonic anhydrase XII; breast renal, ovar, gto; mAWm. 
438961; AW37E974; Hs.156704; ESTsjlUng, pane, renal uter, colon; CTL 
438382; AB018305; Hs.5378; spondln 1, (tepondto) extrace; ovar, fibro; dag 

43781$ AU076916; Ha.5398; guanine monphospriafe synfhetas; fong, blad, carv, asoph. colon, headnk; s.m. 

437044; ALQ35B64; Hs.6851 7; drUeranliatry expressed h Fa; headnk. rarv. lung, Nad, breast pros, ovar, stom, esoph; CTL 
75 437769; AI581344;Hs.127812; ESTs, Weakly similar to T17330; king; CTL 

437852; BE001836; Hs, 256897; putative GPCR; Had, lung; mAt^s.m. 

4383B0; TO 6430; Hs£1S4; chondro^n siiSfate proteoglyc; gllo, mela; diag 

438549; BE386801; Hs.21858; ttiucteotfda repeat contalhln; mela. sarc; CTL-Hflag 
0 rt 439018; AW300887; HS.2683B; membrana^panning domains, s; uter, stom, proa, fibro; mAb 
»U 439223; AW238299; Hs.250618: UL16 binding protein 2; king, headnk, cerv, esoph, leuk, Wad, colon; mAb 

439477; WG9813; H&58042; ESTs, Moderately fibular to GF; hmg; mAb+s.m. 

439569; AW602166; Hs .22 2399; CEGPt protein; breast pros, Wad; dag 

439608; W79123; H6.5B581; G pmtaln-coupted rBceptor87i hmg, Mad, headnk, cerv. esoph; mAb+s.Ta 
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43973B; BE2465D2; H5.959B; Sema domain, Imrnunogtobulln do; Wad, lung, cere, renal; mAb+sm 

439978; AYV600291; Hs.6823; hypothetical pnrtein FU1043Q; remal, cerv, pros, headnk, colon, test, sarc; mAb 

440D06; AKOOOW; Hs.6844; NALP2 protein; PYRIN-Conlalnln; blad, ovar, lung, headnk, lest s.m. 
^ 440066; W03478; Rs. 265331; Homo sapiens Fc receptor hcmci; mela; dlag 
J 440304; BE1599B4; Hs.125395; hepafifc A vfrus cellular rec; renal, colon, Wad; mAb+sm 

440516; S42303; Hs.161; cadherin 2. type 1, N-cadherin; glio, ovar, uter, renal, hepft mAb+dfeg 

440872; AF083B11; Hs.7345; MAD1 {rritofic arrest deficient; mela; s.m. 

441362; BE614410; Hs.23044; RAD51 (8. cerevtaaa) humdtog ; lung, Nad, headnK test, mela, esoph: s-m. 
1 n f 42117 ' AW66496 * Hs.123899; ESTs; hypdhefoal protein ton breast, long. Wad. pane headnK stom, ovar, pros, sarc; mAlns.m. 
1U 442133; AW874133; Hs.129017: ESTs; type la Irawrnembfane p; ovar, uter; mAb 

442275; AW449467; H3.54795; Homo sapfens secretogtoMn, fe; flbro; dlag 

442652; A1005163; Hs.201376: Homo sapiens cDNA FU4Q427 fis; flbro, ovar, uter; CTL 

443105; X96753: Hs.9004; chondroidn sulfate proteoglyc; mala; mAb+dfeg 

443247; BE614387; Hs.333893; c-Myc target JPOI; coton, lung, bbrf, pane; CTL 
1 5 443324; R44013; Hs.164225; ESTs; flbro; mAtHrJiag 

443426; AF098158; Hs.9329; chromosome 20 open reading free colon, lung, Mad, stom, lest mela, sate; CTL 

443595; AF169312; Hs.9613j PPARtgamma) angtbpofefin relet; renal; dlag 

443846; Al 085198; Hs.1 54226; Trnwnbospondin 1; anglo, pane, uter, dieg 

443359; NMJJ13409; Hs.9914; fclfctetin; Jung, cerv, headnK Wad, esoph; diag 
ZKJ 4439B7; AW163123; Hs.1C071;aeven traiBmembrane protein TM; renal; mAb+s.m. 

444008; BE395085; Hs.334762; type I lransmembrane protein F; pane, coton, lung, ovar, renal, esoph, mela, bted, atom, cerv: mAb 

444090; S69115; Hs.10306; natural WRer cell group 7 se; fibro, renal, mete; diag 

444371; BE540274; Hs.239; torkhaad box M1 ; lung, headnk, bted. gBo, Jest, mela; sjn. 

25 ^ssss&sssssss^ 

444527; WMJXJ54G6; Hs.11383; email toducfote cytokine subla; fibre, esoph: dlag 

444781; NM_0144OO; He.11950; GPkanchorad metastasls-assoel; lung, blad, haadnK cerv; rnAb+dfag 

444783; AK001488; Hs.62160; enllUn (Drosophffa Scraps ham; ovar, lung, blad, headnK pane, cerv. atom, uter, colon, esoph; CTL* jn. 
445417; AKD01Q5B; HsJ266Q; a dsintegrMlte and meteJIo; pane, headnK stom, tung, esoph, sarc, colon; diag 

*£HS1V H *- 12344 i EGF-tke^tomam, multiple 6; ovar, bled, uter, breast lung, headnK renal, fibre, pane, cerv. sam; mAtwllag 
445891;AW391342;Hs/|99460;OPCRti^^ ^ 
445895; D29954; Hs.13421; WAA0G56 protein; pros; CTL 
446051; BED4B061; Hs,37054; ephrin-AS; coton. breast; mAb*diag 
4461635 AA026880; Ks.25252; prolactin receptor; braBst cerv, uter; mAb+sm 
33 446341; AUM0763; Hs^10735; FGENESH predtciion simiarto ; mela; mAb+s.m. 

™!? ^I? 6431 Hs ' 313 ' secrefed pnospheproteln 1 (osr; over, fibro, pane, headnK lung, colon, bted, mela, esoph, uter, sarc; dlag 
446650;ABQ1b^Hs.156t3;srtutecen^ ^ 
446921; AB012113; Hs.l6S30; small Inducible cjtoldna subfe; breast pane, headnK lung, fibre, metec dlag 
A r\ ™2B ^S?-.^ H L 1 S?°J ; Pwiteted 605 ck)ned : se; colon, pros, fibro. breast, over, lung, pane, sarc; CTL+dlag 
40 447072; D61594; Hs.17279; tyrosylprotrirt srifbbansferas; gfo, pane; CtL^sjn. 

447131; MMJ304585: Hb.17466; reVnolc acid receptor respond; renal, breast stem, lung, mala, ever; mAb+sjn. 
447208; BE3t52fl1; Hs237971; hypothetteal proteto MGC5G27; esoph, stom, colon; CTL+diag 
447269; NWL0C4B61; Hs.17958; cerebrogtde {S-^osphoadenyly; rer^;Ca 
. ^ 447342; A1199268; Ha.19322; Homo sapiens. Similar to RIKEN; colon, bled, pres. liuig.etom, ovar, CTL 
*tO 447400; AK00Q322; Ks,t8457; hypoOiefcat protein FU20315; coton, pros, stom, uter; mAlndiag 
447674; BE270640; Hs.1919^ cyriirHlepenctentJdnase 2; mefa; a.m. 

446243; AW3»771; Hs.367688; Integrin, bets 6; ovar, uter. king, stom, headnk, glta, pane ; mAb+sjn. 
44B610; NMJ»6157; Hs.21602; nel (chlcken)-Tfe 1; mela, sarc; dlag 
446733; NM_005629; Hs.187S5^ solute carrier femSy 6 {neaiu; lung. renaJ; mAtMs.m. 
DU 44B844; Ar5Bl51^ Hs.177164; FGENESH predicted novel odl s; pane, lung, stom. omuc; mAlw.nK 
448032; AA045573; Hs,22900; nuclear factor (eiythrUd-dert; colon, test stom; CTLtejn, 
44904B; Z45051 ; Hs.22920; similar to S6B401 (cabJe) fihi; pane ovar, uter, alio, headnk, tung, sanx mAb 
449444; AW81843B; Hs^51306; solute canter family 16 (mono; renel, pane; mAtHsm 
< < f52S? Ha-54443; crwnotdne{CC motif) receptor; lung, pane, renal, sfrm. bepQ flbro, leuk, mefa; mAlm.ra 

55 449720; AA3 11152; Hs.288708; hyrjoUieCcal protefn FLJ21 562; colon; CTL 

449722; BE280074; Ha^39S0; cycRn B1; headnk, bted, lung, pane, anglo, test mala esoph; wn. 
450001; NMJW1044; Hs.406; soKrtg carrier family 6 (neuro; renal; mAlHwn. 

450S75; AA009647; Hs^52537; a disintegrfn and rretatforjiote; breast war, headnK pane, lung, esopK colon, sarc: rnAtHdtea+s.rrt 
450531; AW301032; Ha.203800; (BC017500) Similar to hypolheJ; colon; CTL 

450701; H3S960; Hs^88467; hypdhefcal protein XPjr3815l; tung. headr*, pane, breast stem, ovar. esoph, colon, sarc; mAiHdiag 
4^0f^AW2D46TO r Hs.3D^2;HUMPSP^ 

450631; N25158; HsJ25645; tumor necrosis factor receptor, lung, renal; mAb+sm 
450963; AA305384; Ks^5740; ER01 (S. cerevisTaeHfce; bled, lung, ovar, pane; dlag 
451310^ AW250651; Hs.2B213; Human DNA sequence from clone ; colon, pane; CTL 
DO 451527; Af 02281 3; Hs,26518; transrnembrane 4 supertamlry me; renaJ; mAb 
451537; R56631; Hs.2GS50; retinoid X receptor, gamma; mela; CTL+s.nv 
45166$; Z43946; Hs^26444; cartitage acTdfc protein 1; bted, ovar, lung; rnAb+dlag 
45193ft U8D456; Ha.27311; sfrigte-mlruJad (Prosophla) horn; pros; CTL 
„ 451979; F06972; Hs^737Z' endotfielal Vmsine kinase ^ angle; CTL+s m 
/ U 451988: AF26382BS HsJ7410; paDilEomavkus regutetory tact; renal; CTL 
452017; AF1 09302; Hs^7495; prostate cancer associated pro; pros; s.m, 
452097; AB0Q2364; HsJZ79l6; a dfefrtegrin-Jke and metallo; ovan mAb+s.m.-Kfiag 
452190; H26735; Hs.91668; Homo sapiens done PP1498 unkn; breast stom, pane; mAb 
n * A 169441 3 > Hs.373599; olfactory receptor, family 2. ; stom, pane, renaf, ceton, mela, flbro; mAbta jh 

' X57S22: H*- 35201 * transporter 1. ATP-blndrng cas; cerv, esoph, blad, stem, mela, rem* mAb+s.ni 

452281; T935QO; Hs.28792; Homo sapiens cDNA FU1 1041 lis; breast teamk, pane. stom. lung, esoph, fibre; diag 

£K! : f!Ei5i 7 ISi5£?S : J ,roor necrosfe faetof " dph&,; b,9d » hpea5 *' P 31 ^ heednk,stom. lung, teuk. renal, esoph; diag 
452431; UB8679; Hs-23499; tatt-t&B receptor 3; renaf, hepQ mAb 

oa f^ 274 ^ BE153855; Ks.6146Q; Ig sirperfemlly receptor UJIR; breast blad, lung, headnk, ovar, stom, uter, pane; mAb 
ou 452838; 065011; Hs^0743C prefereiriauy expressed arrUg; lung, ovar, breast mela, test esoph, renal, sarc; CTL 

452BB2; AW378065; Hs.8887; ADAMTS2 {a disintegrin-lite a; headnK breast coton. teuk, (una. Wed, esoph, stom, sarc rnAb*dtaa 
453195; BE241876: Hs.32352; hypotheaceJ proteai^2p434K: renat CTL . ^.^sarc; ir^etag 

453466; AA4421 03; Hs.33064; solute center femly 2 {fecH; renal, pros; rnAb+a.m. 
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453837; AL138387; Ks.256126; bacutoviral IAP repeat^rnain; renal, mete, sarc; s.m. 

AAB47B43;Hs.Q2711: H^h mcbRty group (nonWston; tuog r iter, Wad, test; CTL-s.m. 
456546; AI690321; H*.203B45 ; KCNK15 potassium channel, subf over ; mAbW 
456662; NMJJ02448; HzMH: msh (Drosoprila) horneo box hgm; liter, war ; CTL 
457133; M54966; Hs 351221; v-Kkas2 Wretea latsercoma; pane; sm 
457489; AI693815; Hs.127179; crypfc gone; pane, pros, lung; diag 
1™J M057484; Hs.35405: FU20522 Hypothebcal protefti ; lung, canr, liaadnx; mAb^flag 

458627; AW088642; Hs.97984; SHY (sex ctelsnttfnbig region Y); ova", liter, test CTL 
TABLE 28 

Ptey; Unique Eos probeset Identifier number 

CAT number Gene cluster number 
Accession Genbanfc accession numbers 

Ptey CAT Number Accasston 

414991 178513$_1 07BB31 C17B98 D78863 

TABIE2C 

Ptey: Unique number corresponding to an Eos probeset 

ReT: Sequence source. The 7 digit numbers m Ihte column are Genbenk Idantffler , 

■ sequenoe of human tframosorna 22." Dunham l.etal, Nature (199S) 402:48! 

Strand: Indicates DNA strand from which exons were pretfrfed. 

NLpostfon: Indicates nucWde postttwiB of predicted exors. 



numbers. •Dunham L at el.' raters to the puMcabon en Wed The DMA 



Pkey 

400843 
402075 
402901 
404287 
4046B2 
404875 
404977 
405033 
406400 



Table 3A. 



Ret 

9168605 
8117407 
8894222 
2328514 
9707231 
9801324 
373B341 
7107731 
9256298 Pius 



Strand 

Plus 
Plus 
Minus 
Plus 
Minus 
Plus 
Mjous 



NLposHkn 

5863^970,765^7784.8892-9023,967^807, 

121907-122035.122804-122021,124019-12416 

175426-175667 

53134-53281 

40977-41150 

6732,97722-97831 
4308M3229 
■ 14235M42546 
l553-1712,1878-2!40,4252-«B5,5922^rJ77 



Indications and Preferred Ufii Has for Selected Genes 



TetfeSA proves pri^d*^ 



Pkey: 
ExAccn: 
UrigenelD: 
Un^gene Title; 
Disease: 



Unique Eos probeset kteaSfier number 
Exemplar Accession number 
Unlgene ID number 
Unfaene gene title 

^^^S^i 03 ^^ scfe ?? 1 gare ^ dascribfld « ^ 1 ^ abbreviated as follows: blad (bladder diseases] amilofbbfldVBssfllrib*^^ fwh 
iSSSS^StXiSSIf breasUbfeastdiseasesK cervfcervfcal diseases), colon (catorecM ^S^M^Sd^^^^^!^ 

S^SJSS? wSf^ 4 nwtajsfandbeaaes), stom (stomach diseases], lest (testicular diseases), uteffined^sesT ^ K 



Pkey; ExAccn; UntpanetD; UnlgeaeHQe; Disease; Utility* 

JJSJf? JMf 6 ? 61 <*«no»i» receptor; G; blad; mAtHsm 
100131; D12485; Ha.11951; ectwiucteotirJe pyrophosphatase; breast mAb 

SJ^Si 3 ^' parfolrtni (PSF-^os); breast colon, Mad, lung, fibre, pane; mAJMeg 
SS£ SCSI'S." 6 - 3 ? 9831 CB * crin * ^» * l^herm; btod; mAb 
100299; 04949$; Ks.2171; growth tfftaenuaffon factor; EWS; dleg 
2S? SlSS^u"^ ^^^ng factor ace; breast, lung, bfad; am 
100365; AI878927; H&79284; mesoderm specific transcript fc colon, pros; dlag 
^^SSiS^SSS KWAO^flene product ovar, lurucerv,^; m 
100405; AW2915B7; Hs.82733; nJdogen 2; angle; dlag 

?2SSJ?^I 1 !^!L MelaBoma assoclated bre»t proa, rung, colon, angto, ietik; dlag 
100448,- AF234887; Hs.57652; cadnsrin, EGFIAG seven-pass 6; breast; mAb+s m. 
100452; D87742; Hs.241552; KIAA0268 proieln; pros; <fag 
IS K^S™* S-il"? o^?. trpo VB, alpha 1 {e; lung; CU^.m. 

^ 1 W*"^ML0fl0477*:Homo sapiens aTbuml; pros; dag 
100S55; A03753; Hs.184411; Empirfcany sdected tan AFFX: pros: dlaa 
10086B; UJ5424; Hs.16S61<fc CD44 antigen (homing function ; bng, hZst mAb 

f 1 ? 323 ?: Hs * 1939es : njntralated transcrlpffon fee; ovar; CTL-^m. 
JS^'iS, 1 ? ^^f««^«^ssocfeted endnmet hjnm rflag 
101063; D54745; Hs.80247; cncrfecystoWnln; pros, EWS; dlag 

ISI !SeS ^o 1 i? en,0tt, !S: X - C ^ ^ ^ over, breast blad; mAtHs.m. 
101104; AW862258; Hs.169266; necTopeptide Y wceptar Y1; breeat EWS: mAb 

12 JS B ^? 295: fe7845Z i *ohite canter fertly 20 (phos; angfo; mAbtson. 
101 193; L20861; Hs.152213; wfnglass-type MMrVfatecri bW lung; dlae 
101249; 118964^1904; prntelrTldnasa C, lot^cvaTsT 
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101261; D30857; Hs.82353; protein C receptor, endothelial angto; mAb+aJTL 

101389; AW951430; rk.788B8; diazepam binding intilbrtor (GA; pros; mAb+sjn. 

101431; BH1 85269; Hs.10?6; small prollne-fteh protein IB ; lung. Wad; cSag 

101447; M21305; ; gbrHuman alpha SBtsttKa and a; angio, Wad; dlag 

101461; N98569; Hs.76422; phosphoUpase A2, group IIA (p; pros; dlag 

101485; AA296620; Hs.B9546; selecrjn E (wdothensl adhesi; pros, ovar, mAb 

10150ft; J02931; Hb.62192; coagulation factor ID {ftiromb; pros; mAb 

101526; NMJH2197; Hs.220529; aconrtese 1, sdtuble; lung, teal*. pan* mAb 

101543; M31166; Hs.2050; r^ntaxfo-relalfld gene, rapWy; angto, ovar; diag 

101545; BE246154; Ha.1 54210; endothelial differentiation, a; anflb; mAb+s.m. 

101560; AW958272; Hs.347326; intercellular adhesion molecul; angto: mAb 

101626; M57399; Hs.44; pteJobophin (heparin binding ; Jung; dlag 

101649; AW9599G6; Hs.1690: heparin-blndlng growth factor ; lung, bted; tfeg 

101714; M6B874; Hs.211 587; phosphclpaae A2. group IVA (c; anpfo; am 

101724; L1 1690: rls.198689; bullous pemphigoid antigen 1 {; breast, pros, Wad, lung; mAb+CTL 

101741; NMJXI3199; Hs.326198; transcription factor 4; angto; CTL*s.m. 

101748; NM_OOt944; Hs.1925; desrnogleln 3 (pemphigus vulgar, lung. Mad. headnk, oerv; mAb 

101759; M80244; Hs.184601; sdute carrier fanny 7 (cato; lung, g&j, blad, headnk; mAb+s.m. 

101791; M83822; Hs.62364; eel drvtsion cycle 4-like; pros; s.m 

101804; MB6699; Hs.169840; TTK protein kinase; ovar, lung, Nad, cerv; CTL+sjn. 

101 BOB; AA5B6B94; Ha.1 12408; SlOOcalduri^bWing protein A; lung, breast bJad; diag 

101809; MB6849; Hs.323733; gap junction protein, beta 2, ; coton, blad. lung, pane, headnk; mAb 

101 839; AA446644; rls.692; GA733-2 anBgerr, epithelial gl; ovar, pros; mAb 

101845; UBB967; Hs7BB67; protein tyrosine ptiosphataae, ; lung, glo. heaiaik. cerv; TnAlnaffl. 

101851; BE260964; Hs.82045; mldkhe (neutfte grovrth-promot; lung, Wad, ovar, breast, pane; mAb+dlag 

102009; BE2451 49; rte.82643; oroteki tyrosine kinase 9; ovar; wn. 

102012; BE259Q35; Hs.118400; singed lDmsopriita)-lke(sea ; angio; dag 

102024; AA301B&7; Hs.76224; EGF-contaWng flbuBn-RKe ex; angio; dag 

102048; U07225: Hs.339; purtrwrgtc receptor P2Y, G-pro; blad; mAb 

102076; BE299197; Ha.179655; cycBn-dapflndant Wneas inhibi; pros; CTLtSjn. 

102125; NM_006456; Hs. 28321 5; slBtyllransferase; breast, lung, ovar; s.m. 

102136: AA30Q576; Hs.85769; acidic 92 fcDa protBln mRNA; ovar; dteg 

1021 51; T27013;Hs^I32; steroidogenic acute regulatory; ovar; tfifig 

102154; U17760; Hs.75517; lanncunin, beta 3 {nfceto {125kD; lung, blad, headnk; dag 

102178; AW176761; HS.22794B; serine {or cysteine) proteta; blad; mAtwIlag 

102187; U 20325; Hs.1707; cocaine- and arnpherarnlne-fegul; breast diag 

102193; AU036335; Hs.313; sec rated phosphoprofein 1 (est ovar, tung. *m{ <fefl 

1O22D0; AA232362; Hjl317432; branched chain Brnlnotransferas; ovar; sjn. 

102208; U22961; Hs.18441 1; gtxHuman mRNActone with slmR; pros; dlag 

102211; BE314524; Hs.78776; putative trenamambrane protem; breast. Had; mAb 

102283; AW161552; Hs.83381; guanine nucleotide binding pro; angio; CTL+sm 

102297; NMJJ015O4; H&.198252; G protanvooupled receptor 9; breast; mAb 

102304; AF0 15224; Hs.46452; marnrnagloblci 1; breast <*ag 

102305; AL043202; Hs.90073; ctraTLosorne aogregafion % (yeas; ovar, lung, bled ; diag 

10234B; U37519; Ks.87539; aldehyde dehydrogenase 3 rami; tung, blad; &m. 

102380; U40434; rte.155961; rrasotiidh; ovan dlag 

102394; NM 003B16; Hs.2442; adislnlegrin and metallopiole; pane; s.nu 

102455; U487D5; Hs,75562; dbooWin domain receptor rami; breast; mAb 

102457; NMJD01394; H 5^359; dual specificity phosphatase 4; breast s.rrt 

102S22; BE2S0944; Hs.183556; solute carrier tarnBy 1 (neutr, pros; mAb 

102581 ; AU077228; Hs.77259; enhancer of zesto (Drosophila); Wad, EWS, leuk; GTL+s.m. 

102510; U65011; Hs-30743; prefeiantJall/ expressed arrBg; lung, ovar, CTL 

102623; AW249285; Hs.37110: rnetenoma anffgan, tamfly A. ft lung. Wad;rnAb+Ca 

102869; U71207; Hs.29279; eyes absent {Drosophila) hornoV.hjng, pros;CTL+s.ra 

102696; BE540274; Hs.239; forkhead box Ml; lung, fated; &.m. 

102725; AB026187; Hs.374280; irotocadherin 11; EWS; mAb 

102742; U79293; Hs>1 59264; Human clone 23948 mRWAsequenc; beast, ovar ; dlag 

102745; AW763B65; Ks.74376; olfectoniBdrn related ER focali; EW5; dfag 

102803; H48299; Ks.261265 cteudin 10; ovar, mAb 

102829; N&4JK56183; Hs.80962; neurotensin; rung, ovar, headnk; dlag 

102836; U94320; Hs,158330; netrropeprJdeY receptor Y5; EWS; mAb 

102852; V00571; rls.75294; corticotropin releasing homwn; blad; (Sag 

102898; NMJD02205; Hs.149609; Integrm. a5pha 5 ifibronectin; angto, blad, rung, pros; rnAtH«.m. 

102915; X07B2D; Hs.2258; memx metaltoprotomase 10 (a; angio. b(a4 Iwu, qvan HiAb+dlag^.m. 

102917; A1016712; rte.287797; Integrin, beta 1 rjrbronacHn ; angio; mAb 

1029Z7; BE512730; Hs.851 14; keratin 18; ovan dlag 

102968; AU076611; rls/l 54672; merhytene tetjahydrcfclate deh; ovar; s.m. 

102994; X51730; HsJ905; progesterone receptor; Wad; mAb-«j.Ta 

103003; AI910275; Hs350470; treWI factor 1 (breast cance; breest, pane; <£ag 

103021; BE001596S Hs^5266: Integrin, beta 4; lung Wa* mAb mAK .. ^ m 

10303B; M135D9; HS.B3169; matrix mauJIoproteiriaaa 1 (in; angaj, eofcn, bted, king, teu5c. ovar, headnK mm, pane, stom, mAlwllag+sjn. 
103037: BE018302; Ha. 2894; piacertfaJ growth factor, vascu; angio; diag 

103060; NrVL005940; Hs.155324; matrix n^toprotelnase 11 (s; breast, lung, ovar, pane; mAb-Kfeg*sm 
103080; AU077231; Hs.82932; cycln D1 (PHAD1 : parathyroid ; breast, EWS; dlag 
103095; NML0Q5424; Hs.78824; tyrosine kinase with immunegto; angio; mAb 
103111; NM_006103; Hs.2719; epldldyrnls-^lSrAwtwy^ld;<w 

103119; X63629; Hs.2877; cadherin 3, type 1. P-cadJiertn; lung, Mad, ovar, coton, pros, pane, breast; mAb+oTag 
1032D6; X72755; Ha.77367; monokine Induced by gamma inte; breast, lung; dlag 
10321 0; X72925; Hs.69752; desrnocoTlin 1; pros; mAb 

103280; UB4722; H3.76206; cadherin 5, type 2, VE-cadfieit; angto, fib no; mAb+s,m. 
10329ft NW_005756; Hs-184942; G proteiTMOBpIed receptor 64; ovar, raAI>+B.m. 
103312; Y12642; HS.31B5; rysosornat fcmg, blad; mAb 
103365; X909D6; Ha.741 26; fatty acid biding protein 6, ; btad; ifiag 
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1O340S; NM_001504; KB.19B252; G protein-coupled receptor 9; breast; mAb 

10347B; BE514982; Hs-38991; S100 cafclum-blndlng proton A; long, Wad, haadnk; dag 

1035B7; BE270265; Hs.82128; 5T4 oncofetal trophoblast glyc; breast, Had. lung; mAb 

103594; A1368GB0; Hs.816; SRY (sexdetemanmg region Y); lung, g!b;s.m. 
5 103682; AW137912; HB.2Z75B3; Homo sapiens chromosorriB X map ; angio; mAb+s.nt 

103739; AAt 15173; ; gb:zn3Od0Zs1 StrategetiB nouro; pros; s.ra 

103707; BE244G67; Hs.348996; CGt-100 protein; angio; diag 

103399; AA31 5993; Hs.105484; regenerating gene type SV; colon, omuc; mAb+diag 
._ _ 104052; MM JDQ24D7; Hs.97644; nrammaojobln 2; ovar; dlag 
10 104116iAF183atO;H3.26102;opposrl8«trando1; biohomt breast mAb 

104252; AF002246; Hs.210B63; eel ad fission molecule with iio; ovar; dag 

104301; AA768491; Hs.B783; hypcriheficaJ protein RJ22724; ovar, diag 

104306; K2S117; Hs.355957: ribosomal protein S26; pros; diag 

1 04394; AA129551 ; Hs/172123; Homo sapiens cDNA; FU21409 fi; colon; dlag 
15 104542; R29657;;gb:F1-1179D22tteek old hunum; pros; diag 

10460B: AF143B67; Ks^37588; ESTs, Moderately similar to S6; Wad; mAb 

104659; AW969769; Hs.1 00343; ESTs; EWS; dlag 

104660; BE298665; Ks. 14846; Homo sapiens mRNA; cONA DKFZpS; uter, colon, pros; mAb 

104667; A1239923; Hs.63931 ; dachshund {Drosophila) homolog; breaal, pros, colon; diag 
20 ' 104SB9; AA420450; Hs38008S; Plakophllin; lung; dlag 

104G91; U29690; Hs.37744: Homo sapiens beta-1 adrenergic; pros, EWS; mAb+sm 

1 04755; T49951; Hs.9029; DKFZP434G032 protein; breast, colon; daa. 

104764; AI039243; Ks.278585; ESTs; angio; diag 

104786; AAD27167; Hs.3BQ438; WAA0955 protein; angto; CTl>s.m. 
25 104877; A1138B35; Hs.22968; blron of VEGFR; renal; diag 

lOMBS; AW939591; Hs.5940; mucin 13, epfthdlaf Iransmemb; colon, stem, uter; mAb+s.m. 

104919; AA02G88O; BsJ25252; Homo sapiens cDMA FL) 13603 fls; breast cerv, uter mAb+sja 

104943; AF072873; Hs.114218; fiizzled (Drosophila) homolog ; ovar mAb^m 

104954; AW250651; Hs.26213; Human DMA sequence from clone ; colon; dag 
30 104971; BE311926; Hb,15B30; rrypotlietfcal protein FU12691; bled; CTL 

10501 2; AF09815B; Hs£329; chromosome 20 open reading lira; colon, long. Wad; CTL 

105036; AW503733; Ks.9414; K1AA1488 protein; breast, angio; CTL-*m 

105019; AA907305; Hs36475; ESTs; breast dlag 

105095; AL137566; Hs.32405; Homo sapiens mRNA; cDNA DKFZpS; btad; dag 
35 105149; BE08929B; Hs.B95B; Homo sapiens cDNAFU12024fis; pros; ring 

105175: AA305364; Hs.25740; EROI (S. cerevlslaBHHte; colon, lung; mAb 

105263; AW388633; Hs.66B2; solute earner family 7, {call; angio, Jung, ovar. Wad, pane; mAb*s.m. 

105298; BE3S7790; Hs.26369; hypottefcsi protein FU20287; ovar. lung; diag 

105301; AW352357; Hs.7457; MAGE1 protein; EWS; diag 
40 105316; AI67124S; Hs.24a35; hypothetical protein FU145G4; EWS; mAb 

105329; AA234561; Hs.22862; ESTs; breast pros; CTL^.m. 

10533$ AW33B625; Hs.22026; ESTs; similar to TRANSNEMBRAN; angto; mAb+s.m. 

105370; AF179274; Hs>22791;trar^en*rane protein WHh EGF; pros ;mAb*e.m. 

105500; AW60216G; Hs.222399; CEGP1 prolan; breast, pros; dlag 
45 105603; AW963624; r*L31707; ESTs, Weakly abiter to YEW4JY; pros, breast, cdon; CTL^jm. 

105507; BE268348; K&380963; CCR4-NOT transcription complex; colon; dag 

105516c AH001269; rk3Q73B; hy pollietlcaJ piotsln FU10407; ovar, diag 

105564; BE616694; Hs.288042; hypothabcal protein FU14299; breast cfeg 

105645c AW294631; Hb.351270; ESTs; pros; diag 
5 O 105715; BEE21 8G0; Hs.29444; putatrve smaJI membrane protel; colon; dag 

105743; BE2485Q2; H9.959B; soma domain, trruiutnogtouln do; breast, king; mAb^s jn. 

105746; AW151852; Ks.46879; riypothetical protein FU20739; breast; CTL«.m. 

106777; R42755; Hs.23096; ESTs; breast; dlag 

105782; H09748; Hs.B7987; B<al CUJlymphoma 11B (zinc ; EWS; CTL+sm 
55 105826; AA473756; Hs.194477; E3 uWquffln Bgase 8ML^F2; angle; s.m. 

10599% A1690586; Hs.29403; hypothefeaJ protein FU22060; breast; dlag 

106000; AW194426; Hs.20726; ESTs; breast; diag 

105012; A124Q665: Hs^52637; ESTs; breast, lung; dlag 
, . 106014; AF123094; Hs.180566; mucosa associated lymphoid tis; leuk; dag 
60 106063; BE260415; H&S4B198; hypothetical protein FU20262; pros; diag 

1C6066; AWZ74357; Hs.901406; hypotheSca] protein PP3501; mela; CTUs.m. 

106111; AW875398: Hs.6451; PRO0S59 protein; EWS; CTVsm 

106124; K9336B; Hs.7567; branched chain arrifcotrarisferas; angio; &m. 
_ 106155; AA425414; H5.332B7; nuclear factor l/B; breast, pros, angJo; diag 
65 . 108373; AW5O3B0^ r^1907; blstone Bce^ransferase^ 

1054OG; BE397649; Hs^79607; Homo sapiens cDNA FU13634 fe; colon; dlag 

106414; BE568205; rk28B27; rnltogen-acHvated protein Mna; breast; s,m. 

100448; 242061; HaJ27004; ESTs; pros; dlag 

106533; AL13470B; H5.14S996; ESTs: EWS; diag 

70 106574; BE044325; Hb.227280; USsnRNArassociated Snv19(e pr, colon; dlag 

106579; AA45G135; Hs.23023; ESTs; pros; dlag 

106632; NMJ014400; Hs.1 1950; GPUnchcced metastasls-associ; lung, btad, teadnk; mAb*dag 

106738; AW149266; Hs.25130; Homo sapfens cDKA FL! 14923 fis; ovar; dag 

106793; H94997; Hs.16450; ESTs: angto; dlag 
75 106844; AA485055; Hs.15821% sperm associated antigen 6; breast; mAb+CTL 

106906; AAB61271; Hs.22202^ transcflplten factor BMAL2; lung, Wad; dlag 

106990; AA280722; Hs^4758; ESTs, WeaWy similar to I3B022; breast diag 

107036; A1973016; Hs.1 5725; hypotneScal protein SB9I4S; pros; dag 

107102; AB03776S; Ht30652; KIAA1344 protein; pros, breast; dag 
SO 107105; AW963419; Hs. 155223; stanntocakln 2; breast; dag 

107136; AV66195B; Hs<8207; GK001 protein; breast, colon; dag 

1071 61; AW378065; Hs.8667; AOAMTS2 (a dslntegravlSca a; breast colon, teuk, tung, blad; mAtHdag 
107216; D51069; Hs.21 1579; melanoma ceB adhesion molecul; angio; diag 
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107248: AW2631 24; Hs,350547; nuclear receptor co-represser/; breast colon, pro3; mAb+s.m, 

107284; NM JXJSS29; HS.18795B; solute earner forty 6 (iw; lung; mAb^s on. 

1073B5; NM_005397; Hs«16426; oodocsiyxfrvike; angto; dtag 

107901; U2612; Hs.335952: fceralin 6S; breast blad, lung; dbg 

107922; BE1 53855; rk.61460; \g superramiry receptor LNIR; breast, blad, lung; mAb 

107932; AW392555; Hs.18878; rryjwthstteal protein FU2162Q; lung; CTL 

108055; AJ404672; Hs.334483; hypothec protein FLJ23571; breast ovar; diag 

108059; S590D2: Hs^34773; Homo sapiens cDNA: FU22281 fl; ova; CTL-*m 

109153; AW519204; Hs.40BQ3; ESTs; pros; dag 

1081 B6; AW068679; Hs.7780; Homo sapiens mRNA; cDNA DKFZp5; pros; oSag 
108242; AAQ62746; Hs.355244; gb:zmD3g1Zs1 Stratagane come; pros; drag 
108282; AA0B5142; ; gb;zm50M 1.r1 SlratageriB fibro; pros; dlag 
108506; AAD83376; ; gb:zn09gO8.s1 StraiageneliNT nc pros; diag 
10B579; AA115963; Hs.323423; ESTs, Moderately similar to & ; pros; dag 
108695; AB029000; Hs.70B23; KJAA1077 protein; breast, colon, lung; diag 
108732: AA2SB8BB; Hs.107476; ATP synthase H+ transporting,; pros; s.m. 
1 08778; AF133123; Hs,90847; general transcription factor I; ovar, diag 
108828; AK0Q1693; HsJ273344; DKFZP564O04S3 protein; breast; diag 
1 08860; AA1 33334; Hs.81 6; ESTs; lung; a.m. 

109Q01;AJG5654a; Hs.72116; hypothetical protein FU20992 ; engta; CTUdlag 
109032; AI219207; Ha.72222; hypothetical protein FU1345S; bted; CTL 
109077; AT732617; Hs.182362; ESTs; blad; dag 

1091 12; AW419196; Hs.257924; hypothetical protein FU137B2; breast, pros, Wad; dag 
109141; AF17460Q; Hs.6978; ESTs. Highly similar to AF174& colon; CTLtsjn. 

109166; AA219691; Hs.73625; RAB6 interacting, Wneski-llke; lung, blad, breast, colon, ovar r headnk, EWS; am 
109220; AW95B1B1; rfs.18999^ ESTs; pros; diag 

1 09273; AA375752; H9.34B1 40; Homo sapiens mRNA; cDNA DKFZp5; breast diag 

109292; AW975746; Hs.188662; WAA1702 protein; breast; dag 

109454; AA232255; H&J295232; ESTs, Moderately similar to A4; ova; diag 

109456; AW9S65aO; Hs.42699; ESTs; anglo, pane; diag 

109614; AA234087; Ms. 262346; ESTs, Weakly simSar to S72482; breast ; dag 

109530; AA90B645; Hs.19597; KIAA1694 protein; proa; CTL^fn. 

109648; H178G0; Hs.7154; ESTs; ovar; diag 

109680; AB037734; Hs.4993; WAA1313prol8ln; ovar, <feg 

110009; BE075297; Hb.6814; ESTs, Weakly similar to A43&32; breast, colon; dag 

110151; H1 8335; Hs.31 608; hypomelfcal protein FU20041 ; pros, EWS; diag 

110156; AA581322; Ha.4213; hypothetical protein MGC16207; lung, bled; dleg 

110240; A166B594; Hs.176588; ESTs, WeaWy similar to CP4Y Jt breast; diag 

11027ft AF061573; Rs.19492; protocadharin B; EWS; mAtnem 

1 10675; HB9355; Hs. 248155; adrenergic, afcha-2A-, receoto; pros; rnAb+sm 

11072B; AA7371 08; Hs^2250; ESTs, Moderately slmllarto 17; EWS; a.m. 

110844; AT740792 He. 167531; methyfcrotoocryt^anzyrne A car; pros, pros; sjtl 

11091 5; BE0922B5; Hs.29724; hypothetical protein FU13187; breast pros; diag " 

110971; AT760098; Hs.21411; ESTs; pros; diag 

111157; AL1 09729; Hs.99364; puta^ve transmembrane protein; pros; mAb+s^rn. 

111179; AK000136; He. 10760; esporin {LRR class 1); breast, colon; CTL+s.m. 

111185; AJ245871; tis.12844; EGF4lte-ooman, mulbpfe 6; ow, blad; mAb+dfeg 

111223; AAB52773; Hs.334838; K1AA1868 protein; breast, colon, lung, EWS; mAb 

111299; AB033091; Hs.355925; K1AA1 265 protein; ovar; dag 

11 1367; BE314949; Hr.87 128; hypottietical protam FU23309; breast; diag 

11 1384; N 9460 6; Hs.288969; HSCARG protein; breast; diag 

11 1980; AF131784; Hs.25318; Homo sapiens done 251 94 mRNA ; breast; tfiag 

11 1 929; AFQ27203; Hs,112360; promlmn (mouse)-*** 1; colon, breast fibro; mAb 

112134; R41823; Hs.7413; ESTs; cateymenin-2; breast EWS; drag 

112244; AB029000; Hs.70823; K1AA1077 protein; breast colon, blad. lung; diag 

112280; AAB633S0; H$.26O40; ESTs, WeaMy simitar to fatty » breast; sjn. 

112283; L14561; Hs.20952; ATPssb, Ca+> transporting, pta; ovar; mAb 

112287; AB0330B4; Hs.236483; K1AA123B protein: breast ; diag 

112971; Z42387; Ha,83883; transmembrane, prostata anoYog; colon, pros, pros; mAb^sm 

113003; AW292315; Hs.7215; ESTs; EWS; diag 

113021; AL122055; Hs.129836; KIAA1028 protein: pros: am 

113047; AI571940; Hs.7549; ESTs; breast colon; diag 

113073; N 39342; Hs.103042; rrJcrobibuts-assoolated proleln; pros; CTL-^.m. 

H316B;AW0fJ2393;Hs,337629;gbwu61dO5Jc1 MCLCGAP^GC6 Horn; over; diag 

113195; H83265; Hs^ 681; ESTs. Weakly similar to 841044; anglo, lung; diag 

113230; T61430; ; gb:yc06a03^1 Stratagene lung ; blad; dag 

113361; T79589; Hs.63325; transmembrane protease, serine; coton, blad, lung, ovar, pane, haadnX; mAb*dlag*s.m 

113374; T79925; rla.289165; ESTs, Weakly sfmOarto ALU1JH; teuk; dag 

113443; AW083920; Hs.16098; cteudln % colon, pane, mAb ' 

1 1 3471 ; A1765BSQ; Hs.18341; MAWD binding protein; pros; dag 

113490; BE1781 10; Hs.173374; Homo sapiens cDNA FU1Q5Q0 Us; colon; diag 

113SS0; AI267652; Hs.246107; Homo sapiens mRNA; cDMA DKFZp4; breast pros ; (flag 

113970; W27249; HsJ109; hypomab'cal protein FU21 080; breast lung, stem, uter; diag 

114124; W57554; Hs.125019; lymphoid midear protein (IAF-; breast; dieg 

114251; H16261; Hs.21948; ESTs; breast; dag 

114292; AI815395c Hs.184641; fatty acW desahirase 2; breast e.m. 

114334; AB0377B4; Hs.22941; KIAA1363 protein: ovar; diag 

114407; BE539976! Hs. 103305; Homo sapiens mRNA; cDNA DKF2p4; breast colon, lung; dtag 
1 14452; AI36927S; Hs^4301 0; Homo sapiens cDNA FL114445 fis; angio; diag 
1 14480; BE065778; Hb, 151678; UDP^^ce^yt-a > pha-r>gaIactosa; breast; am 

1 14531; AAG53033; Hs.63325; fcansmarbrane protease, serine: colon, Wad. lung, ova-, pane, headrA; mAb+dlag^sjn. 

1 14540; A1904232; Hs.75323; protilbllln; breast diag 

114542; AW970128; Hs.91011; anterior gradient 2 (Xenepus t; breast, proa: diag 
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1 14587; AFO86009; Hs.29839fl; gb:Hnrno sapiens full length di; colon; diag 

114724; RS4730.eornp; Hb.155986; DEAD/H (Asp-Glu-Ala^spMs) b; ovar; CTL+sm 

114768; AF212848; Hs.1 82339; ets bomofogous factor, pros, breast, colon; CTL+s.m. 

11479B; M159181; Ks.54900; serological defined colon ca; pros; CTVs.m. 
-> 11490ft AA454985; Hs£4973; cadherin-Ike protein VR20; pros; dreg 

11 4918; BE165762; H^23518; hypolheGcal protein from BCRA; pros; diag 

1149B5;Al733B81;HsJ2472; NAME OMITTED ... receptor kinase; breast; mAb 

1 15060; AFC52693; Hs.198249;gflp junction protein, beta 5{; fung. Wad, hearink; mAb+c.m. 

115221; AW365434; Hs.79741; hypothetScBl protein FU101 16; ovar; drag 
1 U 115239; BE251328; Hs.73291; hyporJietkarT protefrl FLMQ8B1; colon; diag 

115291; BE545072; Hs.122579; hypothetical protein FU10461; ovar, lung; CTL4s.ro. 

115412; AW131 168; Hs.372382; ESTs, Weakly sirnilarto 138022; pros; diag 

A f < 58, 146e; Hs fi218 °J anlllin (DrosoprtHa Scraps horn; ovar. lung, Wad. haadnk, panc,cerv,stom, uter, colon; CTL+s.n\ 

11 5674; AW992356; Hs.380760; Homo sapfans pyrovata dehydrog; ovar; s.ia 
1 3 11 5675; W87707; Ha.82065; interteukin 6 signal transduce; breast, pros; mAb+sm 

115683; AR255910; 1^64650; functional adhesion molecule % angfo, gflo; mAb 

J !!X5 ^'S 3325 : transmembrane protease, serine; coJqd, blad. fung. ovar, pane, haadntt; mAiHdiagi*.rn. 

115719; AW992405; Hs*352406t Homo sapiens, clone IMAGE:3507; pros, breast, colon; CTL*s m. 

- IIWISiAA^eBZOiHs^llSSieruJoinixln^anrj^tfag 

115827; AA428000; Hs.283072; actjn related protain 28 comp; angfo; <5ao 

115B44;AI3730B2; Hs.332338; hypothetical protein MGC5370; pros; diag 

115881; NMJXJ5756; Hs.184942; G protein^oupted receptor 64; ovar, EWS, uter; mAb+sm 

115892; AA291377; Ks. 50831; ESTs; ovar, Wad, Jung; diag 

1 1 5909; AW672527; Hs.59761; ESTs, WeaWy sinilar to DAPUf; ovar. teng; diag 
lb 115947; R47479; Rs.94761; K1AA1691 protein; colon; diag 

115976; AL035854; Hs.69517;cDNA fbrdrffererrfiEHly expres; Jung. Mad, breast, pros, ovar, haadnk; CTL 

118003; BE275469; Hs.68493; Down syndrome critical region ; coton; mAb 

116011; AU59053; Hs.57664; Homo sapiens mRNAfufl length ; breast; olag 
„ 116028; H59799; Hs.42644; thlaedoxin-lll®: ovar, lung; diag 
JU 116107; AL133916; Hs<47e60; hypothetical protein FU20093; lung, breast dag 

1 16202; BE159395; Hs.294092; ESTs; pros; diag 

116238; AV660717; Hs.47144; DKFZP586N0819 protein; ovar; dag 

116301; AW989706; Hs.293332; ESTs; EWS; diag 

116334; AUW84S0: H&^8948; ESTs; pros; diag 
OD 116335; AK0011G0; Hs.41690; desmocoJIin 3; lung, Wad, headrih; diag 

116393; AI972402; Hs.305051; hypothetfeal protein MGC2648; pros; diag 

116399; AA889120; Hs.110637; horneobox A10; pros; CTUs.m. 

116401; AW893940; Hs.59693; ESTs; ovar; dag 
n 1 16416; AW753B76: Hs.39982; ESTs; ovar; diag 
4U 11647$ AI272141; Hs.351928; SRY (sex determining region Y>; colon, breast, angio. Wad; diag 

116483; AI346201; Hs,76118; ublquffin cartxoyMerminBl es; angio, *ing; s.m. 

116610; D80449; Hs.184841; ESTs; pros; £g 

1 16732; AW152225; Hs.16590% ESTs, Weatdy sVrflar to 138022; coton; dag 
a* AW36»55j Hs^56547i Homo sapiens CDMA FU14415 ft* pros, breast, coton, pros; mAb 

<0 116902; H79&77; ; gkyu76g108l Scares fetal Dv; pros; dag 

117027; AW08520B; Hs.130093; ESTs; breast; dbg 

117280; M18217; Hs.172129; Homo sapiens ctHJA: FU21 409 fi; breast, colon, pros; diag 

117284; AK001701; H&.183779; Homo sapiens cDNA FUHJ590 fis; pros; diag 

117320; AB024937; Hs.21 1092; LUNX protein; PUUNC (palate lu; lung; mAb^iag 
50 117367; Al 041793; Hs.42502; ESTs; breast ; tfag B ^ 

117412; N32536C H&42845; solids earner fernBy 18 (mono; breast, ovar ; mAb+sjn, 

117425; AK000Q28; Hs^56100t libosomal protein 524; pros; diag 

117563; AF055634; Hs.44553; unc5 (Cetegans homolog) c; buk ; diag 

117802; N3SQ2& H&44865; C3HC«k» zfnc finger protein; EWS; CTL*s.m. 
O.) 117921; AAfl2145$ Ks^06430; Homosaptens mRNA;cDNA DKFZp7; pros ; diag 

1179B4; AF169723; Ks.106778; ATPfise. Ca^transpor&ig, type pros, breast, colon: mAb 

1 18049; N53145; ; gb,yv55fi)9^1 Soares fetal ^ prXdbg 

116314; W4B580; Hs.46692; ESTs; Wad, rung; diag 

- 11B336; BE327311; Hb.47166; KT021; breast, ovar, blad, pros; CTL4s.rn. 
OU 118368; N64339; Hs.45958; gap juncfion protein, betefi f; lung, blad; mAb 

118417;AF080229; ;gbcHuman endogenous retrovirus; pros; s.m. 
1 1 8472; AL1 57545; Hs.1 73179; bromodonialn and PtfD flnger con; breast diag 
118511; M75620; Hs.43157; ESTs; annto; diag 
, 1 18901; AW292577; Hs.94445; ESTs; breast; diag 

OD 118905; AW973708; Hs. 201 925; Homo sapfens cDNA FU13446fi5; breast; diag 

11901ft AA631143; H8J78695; Homo sapiens proatein mRMA.co; pros, pros; diag 

11903% R95072; Ks.117572; checnoUna binding protan Z breast, ovar; mAb 

119073; BE2453B0; Hs^5514; v-efe eryflwoWastesis vkus E; angto, pros; CTL^s.m. 

1 19082; AF252297; Hs.91646; cytochrome P450 retinoid metab; EWS; diag 
/U 119126; R45175; Hs.1 17183; ESTs; pros, breast, colon; drag 

119279; N57568; Hs^fi028; EST; breast; dl&g 

119307; HEO48061; Hs.37054; eprrnn-A3; colon, breast; mAb^feg 

119478; AI624342; Hs.179082; ESTs; breast; diag 
ni r 119617; AA51B531; Na.55999; NK homeobox (Drosophila). tamr; pros; diag 
/O 119743; AA947552; Hs.68088; branched disin amrnotra^taras; ovar, sm 

119771; AI905687; Hs,348418; AI9Q56B7:IL^T08Sig019^ui9 B; breast; diag 

22? N ^ 01862s ; Hs.«1381; hypothetical protein; ovar, king; CTL+sjn. 

119789; BE393946; Hs^0915; telllkretn 5; ovan diag 
*n UotS Ifl 7 ^,^ 5 ^ 1 G Pn*""" 3 "^ receptor 87; lung. Wad, haadnk. cerv; mAb+sm 
»U 119940; AL050097; Hs.272531; DKFZP586flQ319 protein; pros; dag 

^ISP 01235 "^NMTSC tvpothetlcaJprotetn FU20116; colon, iung; drag 

120132; W57554; Hs. 125019; rymphnid nucfear protem (LArs pros, breast; diag 

120147; «917116;H S .348941^^ " 
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12G206; H26736; Hs,91663: Homo sapiens clone PP1498 untai; breait ; mAb 

120242; AW9695B7; Hs.86368; ESTs; blad; diag 

120328; AA92327S; Hs.290905; ESTs, Weakly similar to protea; pros; wa 
_ 120438; AW015242; Hs.S9468; ESTs, Weakly similar to YK&LY; own dog 
-> 12W1;AA251944;Hs.10405$;CGI-2aprgteln;cokxi;dfag 

1204B6; AW368377; Hs.137589; lumor protein 63 kDa with stro; lurvg, Mad, headnk; dag 

120586: AA703226; Hs.1 6193; Homo sapiens mRNA; cDNA DKFZp5; pros; dteg 

120B24; AW407987; Hs.173518; M-phase phosphoprotefo homolog; breast s.m. 
. 120B30; AI568170; Hs,96886; ESTs; EWS; diag 

1 U 120977; AA399155; Hs.97600; ESTs; breast, war, dag 

121027; A1572490; Hs.99785; Homo sapiens cDNA: RJ21245 f; blad; mAb 

121 231; AAB14948; Hs,96343; ESTs, WeaWy simlar to ALUCLH; EW5; oTag 

121335; AA404418;;gkzw37fiQ2.s1 SoarasJotaUat; angio; diag 

121362: AF050147; Hs.97932; rjnonajramoduiift I precursor, EWS; mAb 
1 D 121457; W07404; Hs. 102556; hypothetical protein FU22055; colon; diag 

12161$; AA52B339; Hs.178052; ESTs, Weakry similar to phosph: EWS; s.nu 

121710; AF1 63474; Hs.96744; prostata an&cgarwegiilated rr r pros; diag 

121721; AL047051; Hs.19996l; ESTs, Weakly similar to ALU7_R; pros; dag 

121723; AA243499; HsJ 04800; hypothetical protein FU10134; breast; diag 
ZXJ 121748; BE536911; Hs.234545; hypottietipaJ protein NUF2R; breast diag 

121779; AW513143; Hs.99367; SRY (sex determining region Y); ovar; diag 

121791; AA815378; Hs.293317; ESTs, WeaWy similar to GGC1J*; Wad, headnk, lung, ovar; mAb*CTL 

121792; AWS69726; Hs.98381; EST*, WeaWy similar to serine: EWS; Sag 

121913; AI249368; Hs.98558; ESTs; protease Inhtfaotor 15 {; breast, pros; s.m. 
ID 121920; AA42B30D; ; gfczvrtSbOZsl Scares ovary torn; ovar, uter, carv; diag 

122041; AA677577; Hs^80213; Homo sapiens ChromosomH 16 BAG; pros; diag 

122520; AW951324; Hs.173609; pregnancy specific teta-1-oJyc; colon; diag 

122797; AJ251027; Ha,9952fr t odofarrMrindlnc; protein 2B (OB; breast diag 

12280(2; A1687303; Hs.285529; G profeih-ctxlpied receptor 49; ovar, uter; mAb^.m. 
3U 122969; AWS212S2; Hs. 104336; hypothetical protein; ovar; diag 

123Q05; AW369771; Hs.3676B8; tntegrfn, beta 8; ovar, king, headnk. glto; mAtwun. 

123044; AK001D35; Hs.130B81; B^ell CLUtymphema HAtznc; lung; dag 

1231 37; AI073913; Hs.100686; ESTs, Weakly stnilar to JG0350; breast cokm, ovar, uter, king, stem; diag 
„ 123158; AF16l426;Hs.218329!hypo0ie«cal protein; breast diag 
3 Z> 123160; AA4S8B87; Hs.284235; ESTs, WeakJy sfrnBar to 138022; lung; diag 

123169; A1950087; Hs.369628; gb^q05c02jd NCLCGAPjo;dl2 H; ovar; diag 

123209; AW96B543; Hs.203270; ESTs, Weakly similar to ALUIJt pros; diag 

123305; C1 41 B7i Hs, 157208; ESTs; EWS; diag 

123339;AWia8464; Hs.101615; ESTs; ovar; diag 
4U 123475; BE439553; Hs.12329; Homo sapiens, clone IMAG£:4098; pros; diag 

123494; AW17901 9: Hs.1121 10; mitochondrial ribosomal prated ovar; diag 

123520; AA608550; ; gh:ae53d1 Zs1 Stratagene lung ; pros; sjn. 

123533; AA608751; ; Ob:ae56h07.s1 Stratagene lung ; colon; dag 
A 123619; AA602954; Hs.366318; gfcrw97e02.s1 NCJJCGAP _Pr2 Horn; breast; CTL-sm 

4!) 1236B9; AA399323; Hs.285130; Homo sapiens plnch-2 protein m; ovar; dbg 

123709; AA706910; Hs.112742; ESTs; breast diag 

123829; AF251237i Hs.1 12208; XAfiE-1 protein; lung, blad, test; CTL 

123972; T46848; Hs,7Q337i Immunoglobulin superfamily, ma; ovar; drag 

124006; AI147155; Hs.279727; ESTs; homologue of PEM-3 [CJon; breast, anglo, lung, ovar, EWS; dfeg 
OU 124059; BE387335; Hs.283713; ESTs, Weakly sknflar to S64054; breast colon. Had, lung; CTL+dtag 

124153; AU077333; Hs.100483; erylhrocyte membrane protein b; pros; mAb 

124352; AA640391; Hs,l02406; ESTs; breast pros, ovar, lung: diag 

1245265 N62098S Hs^93185; ESTs. Waa% similar to JC732S; pros; mAinsjn. 
_ _ 124579; AI693815; Hs-127179; cryptic gene; pane; diag 
3D 124777; R41933; fe140237;ESTs, Wsaldy similar to ALUlJt proa. braastoTag 

125103; AA570056; Hs.122730; ESTs, Moderately stoilar to Kh colon; mAb 

125154; W3B419t;gb3c78a07i1 Pancreatic Istet ovar; dag 

125250; W26524; Hs.356686; protein phosphatase 4 regulato; ovar, CR+s.m. 
^ 1 25266; WS0Q22; Hs. 186809; ESTs, K«hly sanilar to LCT2_H; angto; diag 

OU 125453; BE3B5523; Hs JS04B; meranoma ant^en, family \ 10; Wad; mAb+CTL 

12S666; AL390172; Hs.317432; Homo sapiens cDNA- FU21 270 ftora; dag 

125770; AA143045; H&81665; v^Hardy^uckefman 4 felkie; EWS; (flag 

125976; AA43B760; Hs-3555^ gbzv67d1 l.rl SoareB^totaUet; pros; dag 
A 126399; AA088767; Ks.83883; transmembrane, prostate androg; pane; mAb+sjiu 

OJ 126645; AA316181; Hs.61635; six tranSTnerabrana epiaieEal a; pros, breast, lung, parc. beadnk. EWS; mAb+CTL 

12675S; AI559444; Hs. 104579; ESTs; pros r breast mAb 

126799; AW753BB5; Hs.74376:olractomedln related ERIocaB; EWS; diag 

126872; AW450979; ; gb:Ul-H^14ala*1 WM3U1 U; bfadt diag 

126892; AF121856; Hs.284291; sorting naxin 6; ovar; diag 
/ U 126960; AL390T72; Hs317432; branched chain ambotransferas; ovar; sjtu 

128968; R38438; Hs.118747i solute canter family 15 {rWb; pros; mAb 

127003; AW81651 5; Hs.173540; ATPase, Class V, bype 10D; pros; mAb 

127221; BE062109; Hu-241551; chlorWe channel, calcium acfi; hmg, blad, headnk, cerv; mAb+s.ra 
- 127240; AJ0056B3; Hs^8998; nuclear factor of activated Ts pros; CTL*s.m. 
/D 127425; AF183810; Ks.26102; tricnomirusptialangaa! syndrome; breast mAb 

127479; D31152; Hs.1 79729; collagen, type X alpha 1 (Sen; breast turvg, headnk, pane; diag 

127537; A192G047; Hs.1 62859; ESTs; pros; drag 

127664; AA806164; Hs.11fi502; ESTs; EWS; diag 
0 A 128046; AA873285; Hs.357313; gb:ohD6h05^1 NCLCGAPJddS Ho; pros, breast colon; diag 
oU 128305; AI954S6B; Hs^65706; matrix Gla protein; breast diag 

128478; AA708205; Hs.100343; ESTs; EWS;CTL*.rrL 

126515; BE395085; Hs.334762; type I transmembrane protein F; pane; mAb 

12B595; U31B75; Hs.272499; shortchaln alcohol dahydrogen; blad, breast CTL-^.m. 
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128610; N48373; Hs.10247; activated teucocyfe ceil adhes; breast, pros, lung, war; diag 
126734; AQCCS390; Hs.104570; kallikreln B (neirapsm/gvasin; ovar; dlag 

126790; AF026692; H 6. 105700; secreted tnzzled-retated profc. breast colon, pros. ovar, titer, pane: diag 
126797; NMJM2975; Hs,10S927; stem ceil growth factor; lymph; EWS. leuk; dlag 
128854; BE159181; Hs.168232; hypothetical protein FU13B5S; breast <Sag 
128925; R67419; Hs_21B51; Homo sapiens cDNA FU12900 fts; breast; dlag 

128949; AA009647; Ks.352537; a di3integrin and tncldfof rate; breast, ovar, tieadnk, pane; mAb^dbg^s^n. 

128969; Z42047; Hs. 107479; Homo sapiens PR02751 rnRNA. come pros; dag 

129041; BE382756; Hs.169902; solute carrier family 2 (facH; Xing, blad; mAb^nx 

129097; BE243933; Hs.10aS42; zinc finger proteo 22 {KOX 15; ovar; CTL+s.ra 

129099; AF146074; H&.10B660; ATlMJiivfing cassette, sub-faml; Itmg, Wad, headnk ; mAb+sm 

129184; AW16145Q; Hs.1 09201; CGI-88 protein; pros; mAb 

129260; AFO7720O; Hs.279Bl3; hypofte&al protein colon; diag 

129284; AA31 8224; Hs.296141; ESTs; colon; dlag 

129352; U30246; Hs.110736; solute canier family 12 (sod*; coton, breast, pros; mAb 

129366; BE220806; Hs.184697; Homo sapiens done 23785 mRMA ; breast dlag 

12938% NM_012445; Hs.288126; spondln 2. extracellular mam"; cobn, pros; diag 

129404; AI267700; Hs.351201; ESTs; pros, ovar, lung, blad, headnk, pane; dlag 

129466; L42583; Hs.334309; Keratin 6A; lung, Wad; diag 

129492; M188135; Hs.289043; spintfln; breast; dlag 

123534; AK002126; Ha.1 1260; hypothetical protein RJ11264; proa; diag 

129571; X51630! Hs.1145; Wims tumor 1; ovar; CTL-^m. 

129005: AF061812; Hs.115947; keratin 1 6 (focal non-epWermo; lung. blad. headnk; dlag 

129620; 07933 B; Hs.239720; CCR4-NOT inscription complex; breast, angio; diag 

129626; U3B945; Hs.1174; cydn-dependent kinase Inhlbl; lung, blad, ovar, headnk; s.m. 

129550; AF109298: Hs.1 16258; prostate cancer associated pro; pros, EWS; diag 

129B89;AW748482; H9.77B73; B7 homobg 3; braast diag 

129703; BE388665; Hs.179999; Homo sapiens, done IMAG&3457; EWS, Jeuk; diag 

129720; AA156214; Hs.12152; APMCF1 protein; breast diag 

129750; AF05S0B5; Ha.198612; G protein-coupled receptor 51; angio, blad; mAb+s.m. 

12986ft AI222069; Hs.13015; hypoihelfcal protein similart breast diag 

129912; AF156096; Hs.107213; hypothetfcal protein FU20585; ovar; CTL+sjn. 

129936; AJ25D717; Ha.1355; cathepslh E; blad; sm+diag 

129953; AA412195; Hs.13740; ESTs; breast; diag 

129077; NMJ000399; Hs.1395; early growth response 2 (Kroxs EWS; CTL-ts.m. 
13001O; AA301116; Hs.142938; nucleolar phosphoproteb Nopp3; over; diag 
130057; AF027153; Ha.324787; sobte carrier farraly 5 (inoai; breast noAb 
130095; AK001035; Hs.14838; hypothetical protein FLH0773; breast dag 
130155; M101043; Hb.151254; kaliferein 7 {chymotryp&c, st ovan dlag 
130181; AF052119; Hb.151608; Homo sapiens clone 23622 mRMA ; pros; diag 
130184; H58306; Hs.15165; retinoic add Induced 14; angio; dag 
130262; D63216{ Hs.153684; Irlzzled-reiated protein; pane, EWS, stom, rensl; dag 
130343c ABO40914; Hs^78626; KIAA1461 protein; breast dbg 
130376; R40B73; Hs.155174; COC5 (ceQ division, cycle 5, S;ovar; CTUs.m. 
130385; AW067B00; Hs.1 55223; stajinbcalcm Z breast, lung; mAb+dlag 
1304$$; 090041; 1 1 s,1 55956; W-acelyl transferase 1 (arytaml; breast s.ra 
13051 1; 132137; Hs.15B4; cartilage oflgomeric matrix pc breast ovar; diag 
190558; BE564937; Ks. 15934; pp21 homology pros; CTLts.m. 
130577; M69241; Hs.16?;tallrv«© growth factor bin; ovar dlag 
130604; AA363255; rte.1657; estrogen receptor 1; breast mAb+s.ra 

130027; BE003Q54; Hs. 1695; matrix inetaSoproteinfise 12 (m; lung, colon, bled, headnk, ovar. pane; mAWJag+sm 

130537; AA356764; He. 17109; Integral membrane protein 2A; EWS; mAb+sm 

130548; A145S165; H3.172S6; hypolhetlcal protein MGC2376; colon; cleg 

1 30667; BE246961; rfe.17539; Homo saptene ubequrfin protein; breast; s jtl 

13069a AB006625; Hs.139033; paternal/ expressed 3; ovar; dlag 

1307H AI34B274; Hs.19212; DMA segment™ chromosome X (u; breast; diag 

130760; AW379130; Hs.1695% phosphocSesterase 9A; pros; CTL^m. 

130800; A1187292; Hs.19574; hypothetical protein MGC6469; colon, lung; dag 

130539; AB011169; Hel380875; sirrtaar to S. cerevTsiae SSM4; angio; dag 

130644; U76248; H&20191; seven kt absentfa prosophOa}; breast dlag 

130B9£AU20B37; HsJM993; rfgfr^ucose-regulated protein; breast CTL-^m. 

130941; NMJ300869; Hs.2142; 54iytocytryp1arnine (serotonin; ovan mAb 

130967; AA393071; Hs. 18257 9; leucine arntnopeptklase; ovar; sjn. 

130972; D81066; Hs J74468; Homo sapiens mRNA; cDNA DKFZpS angb; (flag 

130907; BE61326&; Hs^1&93; hypoGietfcd protein DKFZp761% colon; diag 

131046; AA321649; Hs.2246; smafl inducible cytokine subfa; breast lung, blad, ovar, fibre; dag 

131080; NM_001 955; Hs.2271; endomeiln 1; angio; dlag 

13106% YG9763; Ha .2278 5c ganuna-arrinobutyrrc acid (GABA); pros; mAb 

131 146; AW953575; Hs.303125; p53-induced protein PIGPC1; breast, coton, angio; dag 

131216; A1B15486; rteJM3901 ; Homo sapiens cONA FU 20738 lis; colon, breast dlag 

131228; AW207469; Hs.24405; cbondrehln eidtate prcfeogryc; ovar; dlag 

131244; Al 638429; Hs.24763; RAN binding protein 1; lung, Wad, heaftik; CTt^.m. 

131268; AA2784B2; Hs.26328; ESTs, Moderately slmlar to AL; pros; diag 

1 3126$; AA296896; Hs.333416; FXYD domain-contsining Ion Ira; colon; dlag 

131307; NrvLOO0D25; Hs.2549; adrenergic, beta-3-, receptor, EWS; mAb 

131313; RS6290; Hs,75B74; ribosoma) protein L44; EWS; diag 

131492; Al 452601 ; Ks»28B869; nuclear receptor subfamly 2, ; pros; mAb+sm 

131544; AL355715; Hs3555; programmed cell deaOi 9 (PDCD9: breast dlag 

131559; ALD7859S; Hs. 10764; hypothetical protein FU 20037; breast deg 

131554; T93500; >fe28792; Homo sapiens cDNA RJ11041 lis; breast diag 

131603; XS1334; Hb.2936; matrix mataltoproteinase 13 (c; bled; sjn. 

13164% AW410601; Hs^0O26; HSPC182 protein; breast; dbg 

131738; AF0179B6; Hs^13B6; secreted frizzled-rairfed prat; breast mAb*s.m. 
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131817; U20536; Hs.3280;caspaaB 6, apoptosy&telated c;fibra, breast, cerv, lung, Nad, pane Qlkc 
131885; BE5Q2341; Hs.3402; ESTs; breast diag 

13191 9; T1 5803; Rs.272458; protein phosphatase 3 (formed; pros, breast s.m. 

131925; AF1S1042; Hs. 1 83180; anaphase promoting complax sub; breast; dfag 

131965: W7S283; Hs.35962; ESTs; hmg, cvar; dlag 

131985; AA503D20; Hs,36563: hypothetical protein FU2241B; breast war; dlag 

132050; A126761S; H&JB022; EST*; engiccdiag 

132173; X39426: Hs.41716; endolheEal cell-specfflc mots; angb; dlag 

132180: Hs.41 8; fibroblast adh/aEon protein,; colon, pane, esoph; mAb 

132191; AA507576; Hs.288361; Homo sapiens cONA: RJ22695 fi; war, dlag 

132349; AW975654; Hs.l6129S; serins protease inhlbtUx, Kaz; pros, blad; s.m. 

1 32354; BE1flS289; Hs.1076; small prollnetfcn protein 1B ; lung; (flag 

132358; NM_0Q3542; Hs.46423; H4 htetone family, member G; pros; CTL+sm 

132371; AA235446; Hs.222088; PRO20Q0 protein; breast; dlag 

132454; BE295227; Hs.250622; serine^ reonlne kinase 15; blad, breast sm 

132490; NMJM1290; Hs.49B0; UM domain binding Z angMiag 

132520; AA257992; Ks.50651; Janus kinase 1 [a protein tyro; EWS; s.m. 

132520; T76736; Hs.50758; SHC4 (stmcbiral maintenance o: ova; CTL-wm 

132543; BE558452; Hs.344037; pratem regulator of cytokines; colon, tung; (Sag 

1 32572; AI9295S9; Hs^37825; signal recognition particta 72; cvar, dlag 

132592; AW8Q3564; Hs.28BB50; Homo sapiens cDNA: FU2252B fi; colon; dlag 

132624; AA326108; He.33829; bHLH protein DEC2; cvar; dlag 

132632; AUQ7691 6; Hs.5398; guanine monphosphate synthetas; cvar, tung; s.m- 

132669; W38586; Hs.380933; guanine nudioSda binding pro; colon; dlag 

132710; W740D1; Hs.55279; serine (or cysteine} protelnaa; lung, blad, colon, headnfc dag 

132725; NM_006276; Hs.184167; spllchig factor, aigininefeerf; ovar; CTLttJn. 

132767; BE1B2592; Hs.1 1 261; small proliKHich protein 2A; lung: dieg 

132791; AB029551; Hs.7910; RING1 and YY1 binding prolan; pros; CTL^m. 

132837; AA370362; Hs.57958; EGF-TM7-latrgprii&i -related pr; angfc; dlag 

132B55; NH.0O144S; Hs^8357; tfypfcan 4; breast, colon, pros: mAb 

132886; NW_QQ547B; Hb.5920; UDP-W^cetytr^yc«amlne-2-apim; pros; s.ra 

1 32302; AJ 936442; Hs.59838; hypothefoal protein FL! 10803; colon; diag 

132939; AB009284; Hs.61 152; exostoses {muKpte)-W<e 2; ovar; dlag 

1329B4;A1362575; Hs.303171; ESTs; pros; dlag 

132967; AA316181; Hs.61635; slxtrarffiirtemljraneepahelial a; pros, pros; mAb+CTL 

132960; X77343; Hs.334334; transcription factor AP-2 etoh; breast, lung; CTL-^sm 

132994; AA112748; rts.279905: clone HQ0310 PRO0310p1; colon, breast s.m, 

133006; AW97843S Hs,625l5; WAAQ494 gene product coton; diag 

13301ft AJ002744; Hs.246315; UDP-N*cetf ^a^aJactosa; breast, colon, pros; s.m. 

133016; AI439688; Hs.6289; hypoOwScal protein FLJ20886; breast; dag 

133051; AH 66431: Hs.296638; prostate dlfteremTalon facto; artgb, pros, blad; diag 

133063; A1G54133; Hs.356247; Ihyrcld receptor biteracfing p; pros; mAb+sjn. 

133070; U92649; rte.360136; a dlstntegrin and rnetdkrprote; leuk; dlag 

133179; US1599; Hs.66731; homeo box B13; pros; CTL-wjn. 

133199: AF2319B1; Hs.250175; homolog of yeast Jong chain poc breast angto; Cn.-*c,m. 

133260; AA403O45; Hs.6906; Homo sapiens cDNA; FU23197 ft anglo; dTag 

133272; N&L002776; Hs.69423; kaliKreb 10; colon, ovar; dbg 

133314; M102670; Hs.70725; gamma-am] nob utyrtc acid {GABAJ; breast, pane; mAb 

133321; T79526; Hs ,179516; Integral type 1 protein; breast dag 

133391; AW1Q3384; Hs^toMNn, beta A (actwm A, ac; breast, bfed, lung; diag 

133415; X6S699; Hs.73149; paired box gene 8; ovar, CTL 

133477; AW502935; Hs.740; PTK2 protein tyrosine kinase 2; breast; sm 

133579; X75348; Hs.75074; mltogerhactivated protefe Una; pros; diag 

133626; AW836130; Hs ,75277; hypothetical protein FU13910; pros; dag 

133736; D49958; Hs.75819; glycoprotein M6A; pros; mAb 

133829; AW6a0088; Hs.76550; Homo sapians mRNA; cOHA DKFZpS; ovar. c*ag 

133B60; 878296; Hb 76883; hypothefical protein MGC12702; blat diag 

133944; AW058579; Hs.7780; Homo sapians mRNA; cDNA DKFZp5; pros; diag 

133975; C18356; Hs.295944; tissue factor pathway InWKto; angki. p**S CTL-niiag 

133976; A19QB165; Ha.169946; GATA-bfndlng protein 3 (T-celt breast blad; mAb^m. 

134100; AA460085; Hs.171075; repletion factor C (acUvato; pros; diag 

134110; U41060; Hs.79136; LtV-1 protein, estrogen regufe; breast blad, ovar, pros; mAb 

13416% AJ690916L Hs.178137; transducer of ERBB2, 1; breast; CTL+s.m. 

134219; Hs.80206; n&rco8e-6-pho3pnate dehydrogen; breast son. 

134319; BE304999; H&.2B5764; furoarale hydratase; coton; s.ra 

134326; AW903B38; Hs£18Q0; chondroISn sulfate proteoglyc; cvar, breast pane, lung; dlag 

134348; AW291 946; Hs.82065; Intedeuidn 6 signal transduce; breast mAtwjn. 

134374; N226B7; Hs.8236: ESTs; pros; diag 

134390; R3552B; Hs.8253; DKFZP43401335 protein; pros;CTLts.m. 

134401; AI91G6S2; Hs.211fi77; Wnectin 1 (klnesln receptor); pros, breast mAb+s.ra 

134405; AW067S03; Hs.82772; coHagen, type XI, alpha 1; breast lung, ovar, haadrik; CTL 

134470; X54942; Hs,83758; CDC26 protein Wnase 2; tung. bfed, beadnk; s.nu 

134520; 8EO91O05; Hs.349506; activated RNA poryrnerase II tr. ovar; s.m. 

134529; AW411479; HS.B48; FK5064:mdlng protein 4 (59kDJ; breast diag 

134570; U66615; Hs.172250: SWI^NF related, matrix assocl; EWS: Crt^.ra 

134654; AK001741; Hs.8739: hypothetfcal protein FU1QB79; breast ; diag 

134566: BE381929; Hs.5752; transmembrane protein 4; breast rnAtH&m. 

134691; AW3B29B7; H 5,88474; prostaglandin^ooperoxlde syn; ovar; a.m. 

134727; X80507; Hs^452fl; yes-associated protein 65 kDa; blad; diag 

134731; D89377; Hs.89404; msh (DrosophKa) homeo box nom; blad; s.m 

134786; T29618; Hs.89640; TEK tyrosine Wnese. endothel; anglo; sja 

134324; S78723; Hs.29B623; 5-hydroxytryptarnlne {serotonin; blad; mAb 

134856; BE281128; Hs.9030; TONDU; Watfc Cito, 
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13486B; AB02Q689; Hs.90419; WAA0882 protein; breast; dlag 

134924; BE234029; Hs.279903; R&3 homolog enriched bi brain ; breast mAb 

134972; AL033S27; Hs.169252; v-myc avian trr/etocytomatosls v; ovar; Cn.+3.m. 

134975; R50333; Hs.92186; Leman coiled-ccll protosi; breast; dlag 
J 134989; AW968058; Hs.92381; nudbc (nucleoside diphosphate ; colon; flag 

135073; W55S56; Hs.94G30; Homo sapiens mRNA; cDNA DKFZp5; angto; dbg 

1351 17; W52493; Hs.94694; Homo sapiens cDNA FU10561 lis; breast; diag 

135166; AA135B67; H3.28O05B; ESTs, WghV similar to A35661; pros; dbg 
_ 135235; AW298244; Hs.266195; ESTs; angTo; dbg 

1 0 135242; AI5B31B7; Hs.9700; cydln E1; ovar; CTL+sm 

135243; BE463721; HsJ71(N; putative G protein-coupled rec; colon; mAb*s,m. 

135255; Y1 3645; Hs.97234; uroplatai Z bladrmAb 

13S309; A1564123; Hs.355689; ADFMibosyfafion factor-like 5; pros; dlag 

13S315; H81136; Hs.334604; Homosapletis mRNA for K1AA1 B70; pros; cSeg 
1 5 136389; U05237; Hn.99872; fetal Alzheimer antigen; pros, breast, colon; CTL-tsm. 

135400; X78592; Hs.99915; androgen receptor (dtiydrotest pros; mAb+sjrt. 

300254; AW183618; Ks.55610; solute earner famly 30 [arc; pros, bneast mAb+s.m, 

300256; AW591433; Hs,298241; Transfnembrane protease, serine; breast colon, lung, ovar, mAb+diag+sm 
^ rt 30031 8; AW444502; rts.256982; ESTs, WeaWy stmfcir to NEU H; angle; CTL*diag 
20 300B05;AI218B47;Hs.l5267€;EST5;pro3;dlag 

30D921; AF146747; Hs.232165; polycylhernia mbra vera 1; eel; pros; mAb+sm 

300923; AW1 36372; Hs.1852; add phosphatase, prostate; pros; ssn. 

301042; AI659131; Hs.366053; hypoOie&al protean MGC2849; pros; mAb 

351043; AH 6031 6; Hs. 1491 55; voHage^ependant anion channe; pros; mAb+sjn. 
25 301050; AW136973; Hs-362915; ESTs, WeaWy similar to S69890; colon, lung; CTL*s.m_ 

301341; AA8B7801; Hs.206229; G prtrtekl-coupted receptor; breast lung; mAb+sm 

302001; ABG20711; Hs.374985; WAA0904 protein; breast ; CTL-s.m. 

302005; BE252922; Hs.1 231 19; MAD (mothers against decarjenta; pros; dag 
_ rt 302067; BE542706; Us.222399; CEGPt protein; breast diag 
30 302167; NMC06227; Hs.283007; pnosphoHptd transfer protein; pros; mAb 

302225; NM_007231; Hs.16221 1; sotote carrier family 6 (neuro; pane; mAb-ts.m. 

302276; AW057736; Hs.323910; HER2 receptor tyrosina kinase ; breast rnAb+sm 

302290; AA179949; Hs.176563; Homo sapiens mRNA; cONA DKFZpS; pros, breast dag 

302372; AL1 174Q6S Hsv3358 91 ; AT P-blnd Ing cassette trans pert; breast, pros ; mAb*s,m. 
3 5 302384; AI67805&, HsJ202676; aynaptonerrral complex protein Z breast, oerv; dag 

302410; NMJQ04917; Hs.218366; kallikreii 4 (pros tea, enamet; pros; diag 

302468; AL133561; Hs.3801 55; DKFZP434B0S1 protein; pros; <£ag 

302562; BE14S762; Hs.48956; gap Junction protein, beta 6 (; lung, Had; mAb 

302881; AA508353; Hs.105314; relax* 1 (H1); pros; dfeg 
40 303295; AA2Q5625; Hs.208067; ESTs; blad; dlag 

303380; AW9G2764; Hs.303t71; olfactory receptor, famly 51,; pros; mAb 

303506; AA340805; Hs.105887; ESTs. Weakly starter to Homoto; pros, breast, colon ; dlag 

303699; BE143707; Hs.19525; hypothetical protein FU22794; pros; diag 
A _ 303753; AW503733: Hs.9414; NAA1488 protein; pros, breast, colon; Ca+s.m. 
45 305503; AA759177; HsJ298148; ESTs, Weakly similar to K1AAQ5; pros; diag 

306273; AA936290; ; gfcon70aD1.a t Scares JNFLJ.GBC; pros; dlag 

308676; AI005603; ; gb:ov15c10.s1 NC1_CGAP_GC3 Ham; rung; diag 

305846; AW77477; Ha.307912; ESTs; angTo; dlag 

309177; AI951 118; Hs.32673B; Homo sapiens breeslcaiu»antbreasl,pios;jnAb*Cn_ 
50 309583; AW170035; Hs.320736; Homo sapiens breast cancer ant breast; mAb+CTl 

309931; AW341683; Hs.343663; gb:hd13d01.xt SoaresJJFtJLGBC; lung; mAb 

310382; AI734O09; Hs.127699; WAA1603 protein; pros; dlag 

310431; AI420227; KS.36B053; ESTs, WeaMy similar to A4GO10; pros; diag 
_ _ 310573; AW2921B0; Hs.156142; ESTs; pros; diag 
55 310636; AI814373; Hs.164175; ESTs; lung; diag 

310781; A1380797; Ha.158992; ESTs; brass* ; diag 

31 0955; AI476732; Hs.263&l2; ESTs; breasl, angfo; dlag 

311034; BE567130; Hs.311389; ESTs. HigMy similar to NKGOJH; lung; mAb+sm 

311160; AIB21005;Hs.11859B;1ntonot BFF9 (GDNFRa).; breast ; diag 
60 311251; A16556G2; Hs.197696; ESTs; pros; dlag 

311557; AF200492; Hs.211238; interleukirvl hornofog 1; lung; dag 

311586; AI6&20BS; Hb .79375; singte-minded (Orosoph3a) tiom; pros; CTL 

31 1930; AI915444; Hs.372037; ESTs; colon, blad, king, ovar, pane, headnX* inAb^ag*&m, 
s c 311877; AA064248; Hs^7265l; G proteirwoupted receptor 39; over, sngb, gib; mAb+s,m. 
65 • 31 191 1; R19175; Ks*169793( ribosomaf protein L32; pros; dlag 

31 1 926; T62216; HsJ78D2a; ESTs; pros; dag 

312182; T04344; Hs.326263; ESTs; pros; otag 

3122S2; AJ12838B; Hs,143655; ESTs; blad; diag 
rt 312319; AA906997; Hs. 180780; TERA protein; colon; CTL*«,m. 
70 312521; A1283307; Hs^56901; H2B hlstooe tamip/. member U pros, breast, lung; tfiag 

312544; AA516420; Hs.352340; ESTs. Weakly slmilarto 138022; breast; dtag 

312742; AI650363; Hs.1 16462; ESTs; colon; dlag 

31 2795; AW975014; Hs.28; ferroche/ataso fjsotoporphyrie; prosisjn. 

31 2857; BE083B6B; He.126914; MAA1430 protein; colon, pros; CTUsm 
75 312922; AA329256; Ks.378739; ESTs. Moderately stoiflar to al; pros; dlag 

313328; AW449211; Hs.105445; GDNFiamlly receptor alpha 1; breasl; mAb+s,m. 

313513; AW288600; rls.64313; ESTs, WeaWy sbnlar to S59501; angle; mAb*s.m. 

313556; AA62B517; Hs.1 1B502; ESTs; angb; dlag 
„ 313665; AW751201; Hs.120932; ESTs; angle; dlag 
80 313774; AJ91Q05B; Ks.144583; ESTs; colon; CTL 

313915; C18883; Hs.1 63443; irrtron of penostln (OSF-2os); breast; dfeg 

313978; AI87Q175; Hs.13957; ESTs; angb; diag 

314078; AW 129357; Hs.329700; ESTs; breast dfeg 
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314097; AA648744; Hs.269493; ESTs; breas?;dlag 

314121 ; A1732083; Ks.187619; ESTs; pros, breast ; dag 

314171; A1B21895; Hs.1934B1; ESTs; pros; diag 
- 31450G; AA833555; Hs.206863; Homo sapiens cONA FUI4056 lis; breast diag 
J 314547; AA3S9272: Hs.144341; ESTs; breast; dlag 

314558; AI873274; Hs-370280; ESTs; breast, prog; dlag 

314589; AK001432; Hs.153408; Homo sapiens cDNA FU10570 fls; Iimg, bind; dfao 

314691; AW207206;Hs.35B3B2; ESTs; breasl, pros; diag 

- n 314785; AI538226; Hs.32976; guanine nucleotide Wrxffng pro; colon, pros; dlag 
1U 314907; AW971082; Hs.222686; ESTs, Wea&y simlar toTRHYLH; proa; da? 

315051; AW292425; Hs.163484; ESTs; breast pros, blad; dag 
315052; AA876910; Hs.134427; ESTs; pros, breasl;rfag 
ID 315196; AI3S7347; Ks.44S98; KomosapionsckjneTCCCTArjOISI; breast dlag 
315368; AD037745; Hs.104696; KIAA1 324 protein; pros; diag 
315408; AW273261; Hs.216292; ESTs; pros; diag 
315634; AA837085; Hs.372254; ESTs; breast, pros; diag 
315720; AA29299B; Hs.163900; ESTs; blad; diag 

316177; AI904982; Hs.293102; downstream of breast cancer an: breast mAb+CTt 
316442; M760894; Hs.125350; ESTs; pros; dag 
316580; AA93B19B; Hs/146123; polrfA) polymerase gamma; breast, angfo; sun. 
316886; AA836331; Hb.170261; ESTs;bretet ; dlag 
316943; AW01487S; Hs.137007; ESTs; blad; diag 
ZS 317079; BE159S84; Hs.125395; ESTs; Nad; mAb*sm 

3t714{fc AA8B543fc Ks.201925; Homo sapiens cDNAFUl 3446 fe; breast diag 
3t7224;X7360B; Hs.93029; srjarcroateoriectln, cwcv and te;pros, angio;dfeg 
31754^ BE56a56B;Hs.l590BB;EST^p«^CTL^m. 
317803; AW8B4964; Hs.128839; ESTs; breast, king , ovar, pros; mAb+s.m 
317BB1;AI8Z724B; HS.22439B; Homo sapiens cDMAFLlt 1469 fis; breast, lung; dlag 
318240; AIDB5377; Hs.1 43610; ESTs; lung; diag 
225? AK ?° 105(J: HsJS9066; hypothetical protatnFU1<Mfl8; pros.ooton; CTUsm 
318532; AW139377; Hs.127179; cryptic gene; pane; diag 
, 318744; AI793124; Hs. 144479; ESTs; breast dlag 

5 5 318754; W21423; H&44222; OG WO protein; pros; dlag 
3190BO; AWB67646; HsJ23023; ESTs; pros; dlag 
319795; ABQ37621; Hs.146B58; protocadherin 10; proa, gHo! mAb+s.m. 
320066; BE305242; Hs.16093; claudln Z colon, pane; dag 
A{\ A f k9fl £?2 : Hs ' 90790j "o™ ^ ens **** FU2293D ft breast, pros; dfag 

* u 320203; AL049227; Hs.f 24778; downstream of cadherin 6 (by 3; rend, ovan mAb4jn 
320211; AU03940^ Hs.125783; DEME-6 protein; breast, pros; CTt 
320322; AF077374; Hs.139322; small prolina-rich protem 3; lang; dlag 
320324; AF071 202; Hs, 139336; ATP-blndmg cassette, sub-fcmr; pros; mAb 
320581;AFOfl580B; HS.15S330; uropJakin 3; pros, blad; dag 
H 32059ft U670SB; Hs.154299; Human proteonase activated rec; pros; mAins m. 
320635; W50617; Hs.80506; small nuclear rtCFiuctoprote}; angia lung; diag 
320736; AA315381; Hs. 1701 95; bona mitogenetic protein 7 (; ovar, mW+dtag 
£25 J* 5 - 3121 * ^errfcrane pro; pros, colon Id* 

->U 321023; AW2S4316; Ha.125608; ESTs; colon; dlag 

3211075 AI732B43; Hs.144161; downstream of breast career an; breast mAtnCTL 
321412; AI674383; Ns^2891; solute carrier family 7 (catto; pros; mAb+sjn. 
321441; AF107493; HSJ01675; Homo sapiens LUCA-15 protein m; pros, breast: diag 
321644; AW975944; Hs^37396; ESTs; breast pros ; tfeg ' ^ 

J*> 321717; AW956580; K&426S9; ESTs; angle; dag 

321906; AW270608; Hs.170195; bone rrwphonenetic protein 7 1; ovar; mAMIafl 
32l9l1;AF02fi9^H5^79r7;ESTs;3nBio.rung,lJh3d;dieg 
322035; AU37517; Hg^05201; hypothetical protein DKFZp5B40; breast, blad; mAb 
Af\ AF147347; ; gbrHomo sapfens tun length In; breast ; dag 

OU 32270ftAAO188a9;Hs.127179;aypfcgene; pane; dlag 

322782; AA056060: Hs.202577; Homo sapiens cDNARJl 2160 lis; pros; dag 
^5AWW7e2; Hs.293616; ESTs; pros, breast engio, gUo ; dlag 

2SSSSS^"?"^l 727! raptottcDNA RJ14035 for breast, limg. ovar, anglo, blad; dlag 

- 322975; C16391; ; kilron of breast cancer antlge; breast ; mAlnCTL " 
OD AL120662; Ks.124155; programmed cell death 9 <PDC09t breast ; dfag 

32322$ AF055019; Hs.355279; Homo sapiens done 24670 mRNA ; pros; disn 
3232G2; AL1 33990; Hs.1 90642; pro^n; breast, pros, blad; dlsj 
3M287; AA639902; Hs.104215; ESTs, Moderatefy sfmifer Vo SP; prosTdlag 
323332; A182952D; :flbtwi19c05jt1 NCLCGAPJftl Horn; breasl;diag 
/O 323335; AI655499; Hs, 181 71 2; ESTs; pros, breast mAb 

32368* AI299709; Hs.131886; Homo sapiens cDNA: FU22113 fi; colon; dfag 
323817; AA410943; ; NAME OMfTTED . receptor Mnase; breast ;rnZ 
324261; BE0G9341; ; gb:QV3-BT0381-2701 0(MJ73-cOB 6; breast dap 
7< 324295; AA434579; rfe.143591; ESTs; pros; dlag 

AA9276S ^ Hs.145078; regulator of dlffeienBatlon t colon; dlag 
32443Q; AA464018; Hs,335796; Homo sapfens cDWA: FU 23241 fi; pros, colon- diao 
324432; AA464510: Hs.t 5281* ESTs; breast, lung, pane; ^ ^ 
324603; AW993522; Hs^9$867; ESTs; pros, breast; dlag 
324817; AA5085S2; Hs.222874; ESTs, WeaMy s'mflartD I3B022; pros; dlag 
324658; A1694767; Hs.l29t79; Homo sapiens cDMA FU13581 fix; pros ; diag 

?S5uSrl?15 2 S ^ 320: SmaHprdine-rich protein SPR; lung Wad 
324871; AIB90347; H 3 . 27 1923; Homo sapiens cONA: FU227B5A; colon; d^ 
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324987; AI375572; Hs.172634; ESTs; breast flag 
325372; ; ; Phase 2 «. 3 Exons; breast; CTL*sm 
325544; ; ; Phase 2 & 3 Exons; breast angto; dlag 
32?03Bt;;Phase2&3Exonsr»iJng > ang!o;dia5 
J 327075; ; ; Phase 2 & 3 Exons; breast, fejng; flag 
327414; ; ; Phase 243 Exons; angto; disg 
326700; ; ; Phase 2 & 3 Exons; breast, angio; diag 
33021 1 ; ; ; Phase 2 & 3 Exons; pros; CTUs.m 

33046ft L10343; Hs.112341; protease kihfcitor 3; sWrHter; lung, colon, fated: (flag 
1 U 330493; MZ7828; Hs.334372; endogenous retroviral protease; lung, colon; wn. 

330630; NMJ0O2902; Hs.79088; reflcuIocaTbh 2; EFhsnd calc; pros; diag 

330762; AW407332; Hs.13014; ADP-rfbosylalfon factor GTPage; pros; CTL*s.ni. 

330790; AI660243; Hs^18545; Hu01 Chip Redos; pras, Nad; cfag 

330614; A1955040; rK265396; PARS beta (partrtjonlng def; breast; diag 
1 3 330627; A19B1 486; Ksu249196; ESTs; lung, uter; dtag 

330692; AF10929B; r&1 18258; prostate cancer associated proc pros; dag 

331014; AW770994; Hs.30340; hypothetical protein KIAA1165; colon; diag 

331151; R82331; Hs.121602: ESTs; pros, breast; diag 

331183; 740769; Hs.B469; ESTs: colon; dlag 
JA) 331237; WB7874; Hs.25277; Homo sapiens cDNA FU1u7l7fis;anglo; dlag 

331490; AF218751; Hs.26813; COA14; pros; dlag 

331578; Al24648$ HS.243O10; ESTs; angto; diag 

331614; N 92293; Hs.20B832; EST; Moderately slmiar to ALU; breast ; dlag 
^ 331811; A W885727 ;Hs.9914; HuOt Chp Redos; lung dlag 

ZD 331889; AA677E77; Hs.380213; Homo sapiens Ctiromoaome 16 BAG; pros; diag 

331969; AA526911; Hs.62772: collagen; type XI; alpha 1; breast, lung; CTL 

332180; AF134160; Hs.7327; claufln 1; lung; mAfa 

332247; AA663097; ; ESTs; pros, breast ;<flag 

332396; AW579642; Hs^B0730; hypothetical protein FU10697; pros: oTag 
3U 332453; L42583; Rs.334309; Ku01 City Re Jos; lung; dlag 

332466; AB018259; He.1 18140;-KIAA071 0 gene prodirct angfof (flag 
, 332530; M31669; Ha.1735; inhibin; beta 6 {acCvin AB be; ovar, pros; dlag 

332535; AF 16770$ Hs_19280; cysteh&rich repeat-contalnln; anrjo; dag 

332840; BE568452; Hs.344G37; protein legulator of cytoJAies; Wad, headr*; diag 
DD 332645; AA2B4371; Hs.118064; ESTs; breast, colon; diag 

332686; X69699; Hs.7314ft paired box gene B; ovar; CTUs.m. 

332697; X51405; Hs.75360; carboxypepfidasa E; pros; dlag 

332740; EE409869; Hs.286241; Homo sapiens cDNA: FU22698 ffc pros; diag 

332798; ;;C22Oa00Tj7:gl[12314195l^^ 
4U 333769; ; ; NMJ305940*^omo sapiens matrix; breast, colon, lung; mAb+diag*s.m. 

333804; ; ; Chromosome 22; pros: dlag 

334223; ; ; NM_OB5080*:Homo sapiens X-bcx ; pros, breast diag 

334447; ; ; NbL012429Mtomo sapiens SECW ; pros; dfeg 

335115; ; : NMJ0D649B":Honio sapiens lectin; pros; CTL»s,m. 
4D 335809; ; ; NM_014509^torto3ap1ens krafcen; breasi; CTL+ejn. 

335824; ; ; ENSP0000024fl072*:DJ222Eia.1 (N; breast, pros; CTUs.m. 

335825; ; ; ENSPOM00249072MW222E13,1 (N; breast; dlag 

335938; ; ; Chrornosorne 22; lung; dlag 

336034; ; ; NWL<I07l72:Homo sapiens nudeop; breast angioc CTL^sm 
D U 336152; ; ; NMJ)1424GtBomo sapiens caoTierr, breast ; mAb 

336836; ; ; C22000024*:gi]1C645308|gb|AAG2; lung, breast; CTL+s.itl 

336008; ; ; NMJW940**tomo sapiens matrix; Tung, breast colon; mAb+dlag+s.rn. 

338033; ; ; Chromosome 22; lung, angb; disg 

338158; ; ; NM_012393*«omo sapiens pTiosph; tung, englo; dlag 
DD 338255; ; ; NMJ014323"Ston» sapiens zinc* pros, breast, colon ; CR-tam. 

400195; ; Hs.42650; N^L007057*^omo sapiens ZWIOi; lung; CTLtsjn, 

400269; ; Hs.253495; Eos Control; fibro; diag 

400285; ;; Eos Control; tung; dlag 

400287; S39329; Hs. 181 350; kadkreln 2, prostafo; pros; dlag 
OU 4O0288; X06258; Hs.149609; tnteflrin, alpha 5 (fibronecfin; pane, pros.anglo, Wad. lung; mAtHsm. 

40029^ H18830; Hs£1608; hypoflififical protein RJ20041; pros, colon, EWS; mAb 

400294; N95796; Hs278G95; Homo sapiens prostein mRMA, do; pros, pros; mAb 

400295; W72838; Hs.34B4t9; Aj905687d^BTO»5-190l9W)19 B: breast; dtag 

400298; M032279; Hs.61635; six trartsmambrane apSheltal a; pane, lung, headnk, stem, EWS, ovar; mAb+CTL 
OD 40Q328;X87344;; transporter 2, ATP4)tadlng cas; lung; mAtna-m. 

400409; AF153341; ; Homo sapiens wbigsd rd Wfork; btod; CTLhsjii. 

40041 ^ AR) 84545; ; Target; lung, aare; diag 

400440; XB3957; Hs.83870c nebufln; sarc; diag 

400494; ; ; ENSP0000023897O*:CIG30 (Fragme; angib; mAb 
i\J 400517; ; ; lengsrn; storn, cerv, uter, fung, pros, colon, hapC; dteg 

4O0BS1; ; ; ENSPOOO 0 022803 I^COPPER CHAPER; sarc; s.rl 

4006B5; ; ; Nr\4,002425:Homo sapfens matrix ; lung; mAbidlag^.ra. 

400773; ; ; NMJI031Q5*:Homo sapiens sonit Uad; mAb 

400844; ; ; NM_003105*:Homo sapiens sortfe Mad; son. 
/ O 400846; ; ; sorffllrweteled receptor. LTD; Wad; mAb+sm 

4O0aB1; ; ; NM_025080;Homo sapiens hypotiw; ovar; disg 

401Q93S ; ; C12OQ0586^|6330167|dbpAA& blad, lung; CTL^.m. 

401234; ; : mDogen-adfvated protein kina; angio; dag 

401424; ; ; WM_Q01172:Horno sapiens arglnas; pros; sjn. 
50 401488; ; : C40rj0647^T47SB508|roflr^JK>; headnk; mAb 

401704; ; ; NM_021195*flomosapiensclaudfc test; mAb 

401732; ; ; Nl^001176*:Homosapien3 Rho GD; pane; diag 

401747S ; ; Homo sapiens keratin 17 (KRT17; Wad, lung, headnk, mela; dlag 
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401760; ; : Target Exon; Nad, lung, headnk, esoph; dlag 

401760; ; ; MM_00555Titomo sapiens kerafl; lung, fated, headnk, esoph. mela; dlag 

401781; ; ; Target Exon; lung, Wad, headnk. esoph, cerv; dlag 

401785; : : NWL002275*:Homo sapiens ketaH; lung; dag 
5 401797; ; ; Target Exon; Bare; dfeg 

401994; ; ; Target Exon: lung; diag 

402145; ; ; Target Exon; last CTUs.m 

402199; ; ; Target Exon; test; CTL+sju. 
. _ 402230; ; ; Fgenesh predi cted: CYTOCHROME ; Wad; dlag 
10 40223ft;; Target Exon; Wad; diag 

402260; ; ; NMJ»1435*:Horno sapiens fibril; blad: CTUsm 

402265; ; ; Target Exon; lung; dlag 

402305; ; ; C19000739^gll45080Z7|reilNPJ; Mad; CTl^m. 
. _ 402420; ; ; C1000B23':gil1043240D|embpvC1; king; dag 
1 5 402424; ; ; NM_024S01:Horno sapiens hypothe; blad; CTL-ra.m. 

402447; ; ; C1QM201:gt|204416lgblAAA0262* esoph; mAb 

402474; ; ; NMJ)04079:Homo Bsplers catheps; !ung, colon, stem, fibre; cffsg 

402550: ; ; Target Exon: fibro; diag 

402604; ; ; Target Been; gib; diag 
20 402605; ; ; Target Exon; gib; dlag 

402606; ; ; NM_024626:Homo sapiens hypothe; ovar, breast mAb 

402580, ; ; Target Exon; test; mAb 

402777; ; ; C1002652*:gl[544327|5pJQ04799|; blad; diag 

402860; ; ; ENSPQ00Ou239210EJ50O24.4 (nov; meta; CTL-nwn. 
25 402888;;; Target Exon; sarc; dlag 

402992; ; ; Target Exon; sere; dlag 

402994; ; ; N^0Q2463*:Horno sapiens myxovr; esoph; dlag 

403046; ; ; NM_005656*:Homo sapiens tranem; pros; mAb 

403047; ; ; MM.005656*:Honw sapiens transm; pros, blad, colon; mAb 
3 0 403071; ; ; NH_003313*:Bomo sapiens fithi ; saic; dlag 

403088; ; ; NA003319*:Homo salens titln ; saic; diag 

403171; ; ; C200147r:gi|5BQ9670|gblAAB418; test; diag 

40332B; ; ; Target Exon; mela; (fieg 

403329; ; ; unnamed protein product [Homo ; king; drag 
35 403381; ; ; ENSP000Q0231844^Ecct^opte vir; Had; CTL*s.rit 

403409; ; ; NMJ)05929:Homo sapiens antigen; mela; mAb 

403433: ; ; NM_00ia22^omo sapiens alpha-2; hepC: dlag 

40347B; ; ; NM_022342:Hamo sapiens tdnestn; lung; CTL*.m. 

40371$ ;;Targe4 Exon; lung; dlag 
40 40374a ; ; NM_OOl076^Homo sapiens HDP gfc pros, hepC; a.m. 

403776; ; ; ENSP0u0CO226542*:Sman Induclb; pane; diag 

403903; ; ; C5001 632^1 064S308jgfalAA£21; blad; CTL*s.m. 

404029; ; ; NMJH8936*iBomo sapiens protoc; glfo; mAb 
. 404049; ; ; Nf^Ol 993 T^o mo sapiens protoc; gib; mAb 

45 404210; ; ; NM^OOo 938: Homo sapiens myeloid; pane, uter, cerv, lung, ovar, pros, coton, stom; diag 
404240; ; ; mj)\ 9960: Homo sapiens major h; fibro; mAb 
404263; ; ; MhL02lOSB*;Honio sapiens H2B hi; lurg; GTL+sm 
404286; ; ; C60ut9Q9:oJ[70444l|dbJlBM1890; pane; diag 
_ _ 404298; ; ; C6Q0123&^|12l715lBplP26697|: long; am. 
50 404403; ; ; Target Exon: blad; diag 

404440; ; ; MMj021048Jtomo sapiens meJanom; lung. Wad; rnAb+CTL 
404866; ; ; ENSP0000M51112^SodlunVpotasB; pane; s.m. 
404877; ; ; NM_0053S5;Homo sapiens metenom; king, blad; CTL+sm 
404927;;: Target Exon; lung, headnk; dbg 
5 5 404996; ; ; Target Exon; lung, headnk, osopnc dlag 
406001 ; ; ; interteuldn enhancer binding f; sarc; dlag 
409025; ; ; Homo sapiens bone nwrphogenefi angb; d?ag 
405121; ;; mftogeri -activated protein koia; angle, renat; ua 
405238; ; ; Target Exon; gib; diag 
60 405239; ;; oxidative 3 alpha hydroxystera; gto; am 
405451; ; ; Homo sapiens gluMnyl-peptid; mela; s.nv 
405545; ; ; Target Exon; cerv; mAb 
405546; ; ; NM_018B33*:Homo sapiens transp; cerv; mAb 
„ 405547; ; ; NMJD18833":rtnno sapiens transp; cerv, mela; mAb 
65 406548; ; ; C120QG20fcg1r4557225fre1| NPJX* lung: diag 
405704; ; ; NM_00t 844*^0^0 sapiens cotes snrc; dlag 
405770; ; ; NMJW23S2:Homo salens melanom; lung, esoph; mAb+CTL 
405849; ; ; Target Exon; pane; diag 
_ _ 405992; ; ; C15OO0305:gi|3806122)gb|AAC601; blad, tung, headnk, cerv; CTL-^jm. 
70 406081;;; Target Exon; triad; diag 

405137; ; ; NM_000t79^Homo salens mut£ fc lung; CTL-ism 
400173; ; ; ENSPG0QG025D148*:Growth hormon; pane; CTl+sjn. 
40S34B; ; ; Target Exon; breast; ca+s.m. 
406360; ; ; Target Exon; lung, headnk diag 
75 406399; ; ; NM_003122*^omo sapiens serine; Wad; diag 
406434; ; ; NMJB0579**tomo sapiens cytoch; blad; dlag 
406467; ; ; Target Exon; king, headnk, blad; diag 
406506; ; ; Target Exon; angfo; dlag 
406547;;; Target Exon; test; cteg 
80 406627; T64904; Hs.163780; ESTs; angio; CTL*sm 

406671; AA1 29547; Hs.285754; metproto-oncogenB (hepatocyte; pane; mAb 
406672; M26041; H3.19B253; major histocompatlbllhY compt; flbro; mAb 

406685; Ml 8728; ; gb: Human norcpedfic crossreac; pane, colon, blad, headnk, stem, lung; mAb+CTL 
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406587; M31 12B; Hs,352054; matrix metalbprotetaase 11 {s; breast, king, ovar, cerv, uter, pane, esoph, mcta, sere; mAbtdtag+sjn. 
406690; M29540; 1*5.220529; carcmoembryonte anBgeo-relat: lung, headnk, pane, 5 km Mad. colon, cerv; mAb+cn. 
406706; X03740; Hs.231581; myosin, heavy polypepWo 1, « sere; <fiag 
406850; AI6243Q0; Hs.1 72928; collagen, typo L. alpha 1; sane; CTL^rn. 
5 4Q69C6; Z25424; ; gb:H.sapl«is proteln-senne/tti; btad, lung; s.nt 
406937; U14622; ; gb: Human traastatolase-lke pr; test; sm 
406967; M24349; ; gb:Human paraihy rdd homroneJ; lung; CTL+sjn. 
406974; M57293; ; gtxHuman parathyroid iionnone-r; long, blad; diag 
407613; U35637; Hs.63870; gfcHuman nebufci mRNA, partial; sarc; dfag 
1 0 407034; U84540; ; gb:Human dyslrobf evln feoform ; gHo; dag 

407103; AA424BB1; Hs.256301; hypolheHca) protein MGC13170; proa;&g 
4071 1 8; AA156790; Hb.262036; ESTs, Weakly similar to Z223_H; pros; diag 
40712£ H20Z76; Hs.31742; ESTs; pros; diag 

407137; T97307; ; gb:ye53ti0&s1 Scares fetaJ flv; lung. Wad. over, pros, pane, headnk; diag 
1 5 407166; R4S175; Hs.117183; ESTs; pros, breast, cotan; (tag 

40717B; AA195S51; Hs^52312; AP-2 bate transcription factor; breast ; C7L-*m 

407202; N58172; Hs.1<»37D; ESTs; pros; diag 

407216; N&1773; Hs.348385; lysyl oxidase; pane; dag 
A 407242; M1872B; ; gb:Hurran nonspecific crossreac; pane, eofon, bted, beodnk, stem, king, ovar r cerv; mAb 
20 407244; M10014; ; fibrinogen, gamma polypeptide; lung; diag « 

407245; X90568; Hs,1720M; txtin; sarc; flag 

407251; U67611; Mm.29182; transaldolase 1; pros; sm, 

407262; AA659Q37; Hs.1 63780; ESTs; sncfo; CTL-ism 

407276; A1951118; Hs.326736; Homo sapiens breast cancer ant breast mAb+CTL 
25 407239; AA135159: Hs.203349; Homo sapiens cDNA FU12149 fe; lung; diag 

407366; AF026942; Hs.17518; gfcHomo sapiens cJg33 mRNA, pa; cvar, hepC stem, mete, esopb; diag 

4075B1; R48402; Hs.173508; P3ECSL; Wad; CTL*s.m. 

4076Q1; ACOQ230Q; Hs.37129; sodium channel nonvottage-gaL- bted; mAb 

40761 9; AL05Q341; HsJ71G5; collagen, type IX, alpha 2; sarc; diag 
30 407634; AWD16569; Hs.13S414; UOP-GteNAc:betaGa] bete-I^N-; hing. headnk; a.m. 

407710; AW022727; Hs.23616; ESTs; test; diag 

407720; AB03777S; Hs.38002; KIAA1 355 protein; lung; mAb 

407746; AKD01962; H&.381U; tiypoihetfcal protein RJ11100: hing; diag 

407756: AA1 16021; H&3B260; uWqultln specific protease 18; pane, Jung, esoph, fibro, mela; CTL+sm 
35 4 07768 : D50915; Hs.3B365r KJAA012S gene product; king; diag 

407777; AA161071; Hs.71465; squakne epoxJdase; pane, esoph; son. 

407782; AA608958; Hs.112619; ESTs, Moderately simitar to Plfc lung; diag 

407785; AA607533; K&.38972; tetraspart 1; pros, colon, uter; sfam, ovar, cerv; mAb 

4077aB; BE5148B2; Hs3899l; S100 crfriurn-hlnding protein A; headnk, pane, Nad, lung, fibro; diag 
40 407818; AL021938; Ks.40154; jumonjl (mouse) homotog; test: CTL-»*ro. 

407624; AA147884; Hs.« 612; Homo sapiens cOMA FU14388fis; sarc; diag 

407839; AA045144; Hs.161666; ESTs; Had, headnk; mAb 

407848; AA426202; Hs.40403; CfopftSOWntef acting transact!; mete; diag 

407853; AA336797; Hs .40 49 9; dfekkopf (XenopOs taevts) homo; colon, stom, renal, breast, ovar, liter, cerv; diag 
45 407856; AA045281; HsJ266175; phospboprotefn associated with; mela; diag 

407872; AB03S723; Hs.40735; frizzled (Drosophfle) homolog ; ovar, mAb 

407881; AW072W3; H&40968; heparan sulfate {glucosamine) ; pane; am 

407910c AA650274; Hs.41225; fibronecHn leucine rich bans; librae mAb 

407944; R34006; Hik23$727; dosmocolin Z lung, headnX, esoph; mAb 
50 407948; W21B74; Hs.247057; ESTs, WeaWy similar to 21 0926; fibre, b1ad;dlag 

407962; AI1 33530; Hs.62930; ESTs, WeaWy similar to S63501; anr/o; mAbtsjm. 

408000; L11690; Hs.19B689; bullous pemphigoid antigen 1 0 breast, pros, ft ad, lung, headnk, cerv, esoph; mAb+CTL 

406015; AW13S771; Hs.244349; epidermal drfferenOaBon cocnp; mela, sarc; mag 
_ _ 406045; AW13B95S; Hs.245123; ESTs; breast; diag 
5 5 408056; AA312329; H&42331; ephrfnM over; dag 

408063; BE086548; Hg.381047; cafctaeitilfrttrullng pretslnca; pros, lung; diag 

408081; AW451S97; Hs. 16740ft Intron of baslc^ix-tooc-het ovar, gSo; diag 

408101; AW968504; Hs.278346; CDC2-related protein kinase 7; breast king, stem; s.m. 
„ 409122; AM32652; Ns.42824; hypothetical protein FU 10718; lung; dag 
60 40B20S; NM_D04454; tfe43B97;ofs variant flene 5 {ets-retete; mela; CTL+s.m 

40829% AL1174S2; Hs.44155; DKFZP586G1517 protein; angb;dtag 

408308; A1033377; Kb. 441 97; hypofheocat protein DKFZp5S40; pane, renal, cotanj mAb 

40B353; BE43963B; rfe.44298; mifochondrial ribosomal protel; lung; diag 
^ 408430; S79876; H 2.44926; dipepfttyipepHdase rV{C026. ; pros; mAb 

65 406522; A1541214; Hs/46320; Small proftie^cb protein SPR; Kurtg, Had, headnk. eospb. cerv; diag 

408561; AJ30BO37; Hs.84120; hypothoScal protein MGC1301 6; mala; CTL45.ru 

408570; AL046406; Hs.103483; WAA1798 protein; angle; CTL-^ja 

408572; AA06561 1; Hs.226568; ESTs, Moderately $™iar to AL; lung; diag 

408591; AHH5224; Hs.46452; mammagtohm 1; breast cerv; diag 
70 40B61 1; NMJM4367; Hs.46468; chamoWne {OC motrf) receptor; mete; mAb 

40B533; AW963372; H&22206B; PRQ2000 proteui; bkd, lung, headnk, pros; diag 

408660c AA525775; Hb.89M0; ESTs, Moderately slmlar to PC; ovar, pane, pros, esoph. sarc; diag 

408728; AL137379; Hsyff 1 25; hypotheticat protein FU1391 2; test; dtag 

408758; NM_003588; Hs.47504; exonucteaso 1; mela; CTLns.m. 
/3 408770; AW270608; Hb. 170195; bone raorphogenerJc protein 7 (; ovar, mAb+dlag 

408771; AW732573j Hs.47584; potasshirn voftage-sated channe; lung; mAb 

408760c D31797; Hs.65% tumor necrosis factor (Ggand); leulq diag 

408795; AW749126; Hb.1 70345; hypothetical protein FU13710; ovar; diag 
„ 40882B; AF216077; H3.4B376: Homo sapiens ckne HB-2 mRNA s; pane, pros; dkag 
80 408833; AW812232; Hs.254835; ESTs; pros; diag 

408877; AA479033; Ks.130315; ESTs, Weakry elrolbr to A47EB2: breast; diag 

408915; NM.018851; Hs.48950; hBptaoallularcarclnorna novel ; pane, sarc diag 

408930; AA146721; Hs.3346B6; hypomeflcal protein RJ21588; bted; CTL-*s.m. 

102 



WO 03/042661 



PCT/US02/36810 



40B962; BE386436; Hs.44317; SRY (sex defejrmWng region Y); mala; diag 

40B992; AAQ59325; Hs,30114; guanine nudeolkfe Wrxtng pro; Tung; diag 

406996; AT97916B; Hs.82226; glycoprotein {transmembrane) n; mela: mAb+s.m, 
- 409012; AL1 17435; Hs.49725; DKFZP434I216 rirotefoiaarc; CTUs.nL 
3 409038; T97490; Ks£0C02; small inducible cytokine subfa; mela; diag 

409051; AA080912; ; gb2n04d03r1 Strstagwie hNT it, pros; s.ia 

409077; AA0S3Q37; Hs.66803; ESTs; king; drag 

409093; BE243S34; Hs,50441; CGM34 protein; lung; dfeg 
1 A 409123; AW3B3403;;gb2m04d1Zs1 Stratagem come; pros; s.riL 
1 U 409142; AL136877; Hs.50756; SMC4 (sinieturat maintenance o; ovar, lung, mete; diag 

409153; W03754; Hs.50B1 3; bypoiheCcal protein FU20D22; fibro; diag 

409200; AL042914; Hs.51039; KJAAQ076 gens product sarc; CR^.m. 

409203; AA7B0473; Hs.687; Cytochrome P450. subfamny IVB; fibro, bfad, ovar; diag 

40922B;R16B11;H3,2201Q; ESTs, Weak* ai^^ 

IS 2311 ?A44 6S4 4 Hs ^2; GA733-2 anbgen; eplhelial gl; pros, ovar, breast, uter, pane, colon, stem; mAb 

409243; AB037781; Hs.5t743; K1AA1 340 protein; test; diag 

40926$ AK000631: Hs.52256; hypcMcal protein FU20624; pros; CTL+s.m. 

409264; NMJ14937; Hs.52463; WAA09G6 protein; mela; CTL»s.m, 

409268; AA578953; Hs.22972; steroid 5 alpha-reductese &li; breast war, lung, pane, uter; mAb 
ZU 409327; U1162; Hs.53563; collagen, type DC, alpha 3, colon, pane, sarc; CTL-w.ni. 

409340; BE174629; rte.321130; hypcflictical protein MGC2771; mete; CTL*s.m. 

409342; AU077058; Hs.54QB9; BRCA1 associated RING domain 1;test CTL-s.m. 

409348; A1401S35; Hs.146090; ESTs; renal, gllo; diag 

f>9361;hai^9&2;Hs.54416;staec^^ 
Z2> 409389; AB007979; HS.3012B1; Homo sapiens mRNA, chromosome ; tflo; diag 

409335; U46745; Hs.338676; dystrobrevii, e>ha; gllo; diag 

409402; AF208234; Hs.695; cystefln B <stefln B); Mad; diag 

409415; AA579258; Hs.G0B3; Homo sapiens cDNA: RJ2102B fi; mefa; tf ag 

409421; AA199BB3; H&.87B24; ESTs; jest; diag 
3U 409430; R21945; Hs.348735; splicing factor, argui ins/sari; melB; diag 

408432; D49372; Hs£4460; small Inducible cytoWne subfa; stem, esoph; drag 

409433C AA074382; Hs.135255; ESTs; gtlo, sarc; diag 

409509; AL036923; Hs32271G; ESTs; angio; diag 
^ _ 40961 2; AW979187; Hs.293591; melanoma differentiation assoc; mala, esoph; CTL+sm 
3D 409542; AA5O3O20; Hs.36563; hypoUie&cal protein FU22418; bteast, over; diag 

409562; R2743Q; Hs.271565; ESTs; lung; diag 

409601; AF237621; Hs^0B28; keratin 1 (epldemiolyfc hyper; neadrik, mela, sans CTL-*sjru 

409633; AW449822; Hs*5200; ESTs; sarc; dag 
. rt 409637; AA323948; Hs.55407; Homa sapiens mRttA;cONA DKFZp4; renal; c¥ag 
40 409&38; AW45042Q; Hs.21335; ESTs; glto; diag 

409670; A1368109; Ks^Bll63; WAA1856 protein; test CTL+sm, 

409703; NM_005187; Hs.56009; ^-odgcadenylatesynthetas; pane, esoph, 

409705; M37762; H6.56023; bralrhto^ed neurotrophic fee: hmg; diag 
A c 4W71 9; AI769160; Hs.108681; Homo sapiens bran turner assoc; long; diag 
4D 409731; AA125985; Hs.56145; thymosin, beta, Identified in ; pros, sac; CTl.*sjn. 

409745; AA077391; ; gbc7B14E12 Chromosome 7 Fetal ; war, renal; CTL+s.m 

409935; AW511413; Hs.167393; ESTs; lung; diag 

4099S8; NR/L0O1523; Hs-57697; hyaiuronan synthase 1; pane, war; mAb 
n 409888; N27W7; Hs.334334; transcripfon factor AP-2 alph; mela; diag 
J U 410006; AW732306; Hs^7783; eukaryotjc translabon rnlSat test; diag 

410037; ABK0725; Hs.58009; WAAD918 protein; pros; diag 

410044; BE666742; Hs581 69t highly expressed in cancer, if; blad; drag 

41 0048; W76467; Hs^43S74; proline oxidase homolog; tesl; sjh. 1 
- 410076; T053B7; Hs.799l ; ESTs; lung, pros; diag 
3 D 410079; U94362; Hs.380757; g!ycogenri 2; mela; diag 

410082; AA08l59$Hs.l5B311;rArs3sht{D^ 1; pros; diag 

41010^ AW248508; Hs.2797271 ESTs; homotbgue of PEM-3 [Cion; over, breast blad, lung, angb, sarc; diag 
410174;AA3060^;Hs.59461;OKf2W34C^protelri;r^^^^ 
^ n 410240;«.157424; Hs.61289; synaptojanh 2; angio; diag 
OU 410247; AR81721; Hs.61345; RU2S; ovan CTL-^m. 

410268;AA316181; Hs.61 635; six tranamfinibrafie epttheHala; pane, pros, EWS; mAb+CTL 
41WS0; AA402307; Hs.322844; hypofiieocal protein DKFZp564A; mala; dfeg 
410310; J02931; Hs»82192; coaguiation factor 111 (Biromb; pros, pane; mAb 
4103B1; BE391804; Hs.62661; guanytate binding protein 1. Y, mela, esoph, hepQ »ro. uten diag 
OD 410438; AW748012; Hs,45207; hypoOiefcal protein KlM1335;1urg; CTL^s.m. 

410467; AF102546; Hs.63931;dadi9rttind{Dn3sophira) homolog; breast, oofon, uter, stom; diag 
410480; R97457; Hb.63984; cadherin 13, tksadherm (heart angta; mAb 
410491; AA46S131; Hs.64001; Homo saptens ctane 26218 mRNA ; mela, esoph; diag 
ft 410530; M2S809; HS.M173; ATPese. H transporting, lysoso; ovai; mAb 
/ U 410553; AW016624; Hs572068; hypothetical protein MGCt41 28; biad. lung; diag 
410555; U92649; Hs.380136: a distntegrin and meteJIoprote: tauV. lung; mAb 
4105S1;BE54G255j Hs.6994; Homo sepfans cDNA: FU22044tT; lung; diag 
410566; AA373210; Hs.43047; Homo saptens oDNA FU1358S fe; pane; diag 
^7^ 410600; AW575742; Hs^5l67ft ESTs, Moderately similar to S6; mela; mAb^m. 
75 41062t AA194329; Hb.172004; tiSn; sarc; diag 

410681; AW246890; Hs^5425; cdblndln 1, (28kD); [ur«; diag 
41D6B7; U24389; Hs.65436; lysyi coddase^lke 1; pane; diag 
410733; D84284; Hs.6605% CD38 enCgan (jp45); pros; mAb*CTL 
410763; AF279145; Hs.8966; hypothefical protein RJ21776; pane; mAb 
410855; X97785; rfe.66718; RAD54 (Sxeravislad]-nka; test; CTLtara 
410887; X63656; Hs.750; fibrlBIn 1 PiAarfan Byndrome); pane; diag 
410B70; UB1S99; Hs.66731; homeo box B1^ pros; CTU*SJn. 
410B83; D43767; Hs.66742; CCL17 chemoWne (TARq(SCYA1;teuk;i£ag 
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410089; X91662; Hs.66744; twist (Drosophltybcrolog (ac; sac; CTL*sm 
410929; H47233; Hs.30643; ESTs; ovar, test; diag 
41 1078; AI222020; Hb_182364- CocoaOfep; pros, gfo, breast diag 
e 41 1089; AA4564S4; Hs.214291; cell division cycle 24ke Ifc lung, flbra; CTL*s.m. 
5 411243; AB039686; Hs.69319; CA11; esoph; duag 

411 248; AA551538; Hs.69321; Homo sapiens cDNA FU14408 fa: Had; diag 
411257; AAB26967: Hs.115274; Indian hedgehog protem (IHH) ; ovar; diag 
411263; BE2978Q2; Hs.69360; HnesiiHikBG [mitotic csnlroc lung, Wad, headnlt; CTL+sm. 
4112S5;BE207307;Hs.10114;gfovi^suppiess«'1;sarc;dl3g 
1 U 41 1356; R47479: Hs.94761; K1AA1691 protein: mela.renat, sarc; mAb 
41 1366; X72925; Hs.69752; dosmocdlki 1; headnk, mala; mAb 
411393; AW797437; rte.69771; B-factor, properdin (COMPLEMEN; ovar, diag 

41 1558; AA102670; Hs.70725; gamma-amlnobutydc add (GABA); pane, pros, stem, breast, uter, cbw, ovar; mAb 
411573; ABQ290G0; H&J0823; K1AA1077 protein; pane. headnK king, storo; diag 
I 5 411579; AO00525B; Hs.70B30; U6 snRMA-assoriatad Sm-litepr; lung; diag 
411732; U47924; Hs71642; guanine nucfeotide binding pro; lung; diag 
411768; NMJH3371; Hs.71979; Interteukto 19; ovar, uter, carv; diag 

41178$ AF2455Q5; Hs J2157; Adlfcan; breast pane Jung, atom, headnk, ovar, utar, eaopfc, aarc; diag 
_ 41 1825; AKC00334; Hs.352415; solute carrier family 39 {zinc; colon, ovar; mAb 

ZU 41 162B; AW1B1449; Hs.72290; wingTess-type MMTV Integraton; ovar; diag 

41 1B69; W2Q027; Hs.23439; ESTs; anglo; dlag 

411874; AA09B1G6; Hs.20403; ESTs; blad; diag 

411860; AW872477; ;c&hm30mx1 NCLCGAP_Thy4 Ho; bfad; dag 
„ 411945; AL033527; Ks,92137; l-n^ protein (MYCL2); Nad, ovar; CTbHun. 
25 412006; AW45161B; Hs.380683; ESTs;sare; dag 

41 202% AA383S 16; Hs.73073; tesUs-specTCc ankyrfn moGf ; test diag 

412045; AA09Sa02; Hs.83BB3; tensmambrana, prostate androg; proa; mAb+fljn. 

412099; U64198; Hs.73165; Inlerteukin 12 receptor, beta ; feuk, mela; mAb 
A 412*04; AW205197i Hs.240951; Homo sapiens, Similar to RIKEN pane, Sbro; diag 
JU 412115: AKD0l7o3; Ks.73239; liypothefcal protein FU189Q1; lung, blad; CTL*s.rrt 

412116; AW402166; Hs.784; Epsteb-Barr virus induced gen; pane; mAb 

412133; U83460; H6.3B0728; solute canter famBy 31 {copp; pros; mAb 

412228; AW503735; H 5.73792; complement ronporiert{3i/Epsta; rnefa; mAb 

412247; AF022375; Ha.73793; vascular endothelial growth fa; renal, glo, blad, colon; diag 
3D 412265; AA101325; Hs.88154; hypothetical proteh FU12457; test; CTL+s.m 

412326; R07566; Ns J3317; small Inductile cytokine A3 (h; pros, leu* diag 

412351; AL135360: Hs.738265 T-cel acute rymphocybc teaks; angb; CTL+s.nt 

412420; AL035668; Ha.73853; bona morpbogenefo protein Z Wad, glio, lung, stom, engio; diag 
Afx 412448; L12964; Hs.73895; lumor necrosis factor receptor; loidq mAb 

412471; M63193; Hs.7334ft endothelial cell flrowth factor; carv, mala, esoph; diag 

412490; AW803 564; Hs.288850; Homo sapiens cDMA: FU22528fr; mete; diag 

412519; AA196241; Rs.73980; troponin T1 , skeletal, slow; care; diag 

412530; AA766268; Hs.266273; hypotoeocal protem FIJI 3346; blad, lung; diag 

412554; XB3703; Hs.355834; cardiac ankyrin repeat protein: angio; diag 
45 4125B0; AA1 13262; Hs.17901; s'milar to CABLES porno sapten; mela; diag 

412810; X509D8; Hs J4126; fatty add binding protein 6, ; blad; diag 

412661; N328B0C Hs.24611; ESTs, Weekly similar to I54374;hlad; CTUs.m, 

412715; NM_000947i Hs.74519; primase, polypeptide 2A (SBkO); pros; sm 
en 412723; AA648459; Hs^35951; hypoOietical protein AF301222; 1wig, blad, hoadn^co1on,stora uter; diag 
50 412755; BE144306; Hs.17SB91; ESTs. WeaWy similar to P4HAJt angle; s.m. 

41281 1; HQ6382; Hs^4S705; ESTs; lung; cftag 

412817; AL037159; Ks.74619; proteasome (prasome, macropaln; lung; sjn. 

412843; AF0076S5: Hs.74624; protein tyrosine phosphatase, : pros; mAb 

4128S65 BE38D745; Hs.74631; basfgin (OK Wood group); mate; mAb 
D5 41292ft A1B7S076; Hs.75061; macrophage rayrtetcylated alanl; mela; CTLwn. 

412939; AW411491 ; Hs.78068; aikfiryoua translaHon ebngat mela, renal; diag 

412978; ABQ26438; Hs.177534; duel specificity phosphatase 1; breast, mela; s.nv 

412986; XB1 120; Hs.751 10; cannabhold receptor 1 (brain); glkr, mAb 

413004; T35901; Ha.751l7i interieukin enhancer binding f; lung; diag 
GO 41301 1; AW0S81 15; Ifeffif ; Wgrycan; hing; CTL^sm 

41 3049c NfvL082151; Hs.82% hepstn pransmambrane protease; pros; mAb 

413095; AA4943S9; H 5 .30715; potassium vdtage^ated chaime; pane, stem, renal, colon; mAb+a.m. 

413125; BE244689; Hs.75207; gryoxalase I; pros; son. 
- _ 4l312B;AW4l9aJ3; Hs.174174; ESTs; anglo; diag 
05 41312S; AF29210Q; Ha. 104613; RP42hDmolog; lung; diag 

413132; NM^00B823; Hs.75209; protein kinase (cAJ^^e|)endent; angb; (HL-*sm 

413142; MB1740: Hs.75212; omHhlne decarboxylase 1; twig; sun. 

41 31635 Y00B1B; Hs.7621 ft protein tyrosine phospfaalaae, ; pros; mAb 
„ 413171; AA318325; Hs.75219; ^rostnes&feleted protein 1; mela; mAb 
7U 413190; AA151802; H&403S8; adaptor-related protein comptec mete; dag 

413219; AA878200; Hs. 118727; Homo sapiens cDNAFU13692fis;esoph, cerv;dfeg 

413223; AI732182; Hs.191666; ESTs; lung; diag 

413268; ALD39079; Hs.75256; regulator of Gijroteln signal headnk; CTL+sjtl 
_ 413281; AA861271; Hs.222024; transcription factor BMAL2; lung r blad, headnK pane, angb; diag 
75 413313; NM_002047i Hs.293B8S; oJycyl-tRNA synthetese; test; s.rn. 

41 332B; Y15723; Hs.75295; gwanylats cyclase 1, soluble, ; pros; sm 

413335; AI613318; Hs.48442; ESTs; ovar; diag 

413364; BE53B218; Hs.137516; fldgeMke 1; lung; diag 

413372; H55532; Hs.349695; tubulin, alpha 2; test diag 
€>U 413435; X51405; Hs.75360; carbaxypeptWase E; pros, gno, pane, sarq; diag 

41343ft AF23B083; Hs.68061: sphlngosna Wnasel; sarq sjn. 

413472: BE242870; HsJ5379; solute carrier femfly 1 fellal; glfo; mAb 

4135G6; AW604451; tts.381 153; sprauty {OrosophHa) homoteg 4; sarc; CTL^jn. 
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413573; AT733B59; Hs. 149069; ESTs; king; olag 

413582; AW295647; Hs.71331: hypothetical protein MGC5350;?i]ng; dlag 

413597; AW302885c Ks.117183; ESTs: prosdteg 

41 3623; AAB25721; Ks.248973; intran of Bicaiid 3] D homotog 1 ; ovar, pros; dlag 
5 41 3691; AB023173; Hs.75478; ATPase, Class VI, type 1 1B; lung; mAb 
41 3711; AW291765; Hs.75486; heat shock transcription facto; renal; drag 

413753; U177B0; Hs.75517; lamfnm, beta 3 (nlceln {125kD; fling, hted. headnk. pane rare . aaopb, colon: diag 

413762; AW411479; Hs.848; FK506-binding protein 4 [59kDJ,- teat; diag 

413778; AA09O235; Hs.7S535; myosin, llghl polypeptide 2, n sarc; dlag 
1 0 413794; AF234532; Hs.61G38; myosin X; roeta; dlag 

413B04; T64682; ; gb?c48b02.r1 StatagenB liver; blad; dtag 

413800; JQQ287; Hs^50035; Homo sapiens mRNA for cakJesmo; esoph; dfeg 

413813; M96956; Hs.75561; lerafeKarctoorna-derivsd growth; colon; dlag 

413933; Z15005; Hs.75573; centromere protein E (31 2RD); lung; CTL*s.m. 
1 5 41 3642; M2&3B3; Hs.655; Interferon, gamma; teak; dag 

41386$ NMJQ00676; Hs-75596; interteiddn 2 receptor, beta; fibre, renal; mAb 

413890; AI6S0642; Hs.11 0915; Intedeukto 22 receptor; parte colon: mAb+s.m. 

413924; AL1199B4; Hs.76616; saladln-1; pros, breast over; diag 

413843; AW294416;rls. 144687; Homo saplans cDNA HJ12961 fc; Nad, lung: Obnja. 
20 41 3985; AlCrl 8656; Hs J5667; synaplophysin; glk), sarc; mAb 

414004; AA737033; Hs.7155; ESTs, Moderately similar to 21; pane, mate; (Hag 

414020; NM.002984; Hs.75703; CCU Chemdane (C-C motif) ll$ pros; dlag 

414034; UB9277; Hs.30S985; early devetopment regulator 1 ; test CTU&m. 
_ 414035; Y0D530; Ha J5716; serine (or cysteine) protetaas; lung, carv, hoadrfc, blad; sm 

25 414053; BE391635; H5,76725; transgolm 2; Wad; (Bag 

414061; MMJQ0699; Hs^00280; amylase, alpha 2A: pancreatic; mrar; diag 

414065; AW515373; H&271240; Homo sapiens cDNA FU135B0 tfs; pros; diag 

4140BSCAA114016; Rs.7574$ aldehyde dehydrogenase 1 famll; pros, pane saro; s-m. 

414142;AW368397;Hs.334485;hemlcenUn (Obutln 6); fibre, pane, sarc; diag 
30 414161; AA1361 06; Hs.184852; KIAA1553 protein; test; Jag 

414166; AW8BB941; Hs.75789; N-myc downstream regulated; pros, renal; dlag 

414217; A13D929B; HsJ27B898; Homo sapiens cONA: FU23165 fl; gto; diag 

41421ft W20D1Q; HsJ5823; ALLVfused gene from chromosome sarc; (flag 

41 422* AW45Q979; ; gb:Ul-H*BI343^12-D-Ul.s1 14; Wad; dlag 
35 414251; AIB42306; H<l976B9; VASA protein; test; CTL*sm 

414259; W44633; Hs.301 296; Integrfn, beta-Iks 1 (with pane; dag 

41 4334; AAB24295; Hs.21331; hypothefical protein FLJ1C036; tesl; dlag 

414359; M62194; Hs.75929;cadhoini 11, type 2, OB-cadher, breast, ovar, utar. pros, colon, pane, aarc; mAb 

414368; W70171; HsJ5939; uridine monophosphate Mnase; lung: sjn. 
40 414386; XQ0442; Hs JS990; haptoglobin; ovar; tfag 

414416; AW4099B6; Ks.760B4; hypotheScal protein MGC2721; blad, lung; CTUem 

414420; AA043424; Hs, 76095; Immediate earty response 3; pane, colon; diag 

414430; AI348201; Hs.761 16; ublquitin carba^-tecrrinal as; rung; s.m 

41 4443; AUQ7726&: Hs.761 44; platetet-demrod growth factor; sarc, pane, headnk; mAb 
45 414476; AA3Q1B67; Hs.76224; EGFeontaning fibuHn-fke ex; angto; dtag 

414477; U41635; Ha, 76228; am piffled in osteosarcoma; sarc; dag 

414509; AW161311; Hs.76294; CD63 enBgen (melanoma 1 anfig; meta; mAb 

41 4521; 1328124; Rs.76307; neuroblastoma, suppression of ; breast, ovar, utar, pros, btei pane, cokm, stem, fibr; dlag 
_ _ 41 4565; AA5Q2972; Hs.183390; hypothetical protein FU13S90; pros; diag 
50 414SG9; AF109296; Hs.116258; prostata cancer associated pro; pros, EWS; dlag 

414576; H11257; Hs.376743; Homosaplena clone 1MAGB45193; renal; oTag 

414595; AA64172& Hs.289015; hypcthetlcaJ protein MGC4171; blad; diag 

414602; AW63008B; Hs.76550; Homo sapiens mRNA; cONA DKF2p5; pros; mAb 
_ _ 414663; 576296; Hs.7688B; hypothabcal protein MGC12702; Had, rung, txk dlag 
55 414732; AW410976; Hs.77152; rrJr^rorirasomeinalrrtenaftcs def, test, blad; dlag 

414761; AUQ7722$ Ks,77Z65; enhancer of zesta (DrasopHb); lung, blad, test; CTUs.m 

414776; AA155S93; Hs.21 2839; hypothetical protein FU14195;; angle: diag 

414786; AI24648% Hs^43D10; Homo sapfens cDNA FU14372fis; anglo; dteg 

414799; AI762416; Hs.77326; iisulWike growth factor bin; renal; dlag 
60 41480% M4684; Hs.77329; phosp^atidytsertne synthase 1; lung; mAb 

414807; AT738B16; Hs.77348; riydroxvprostaglanin dahydrogei Wad; s jtl 

414809; AM34899; tis.77356; kansfenin receptor (p90, CD^Iung; mAb+sjn, 

414825; X0637O; Hs .77432; epMermal growth factor recept gtlo, lung, renal esoph, pane, headnk, leuk ; mAb«&m. 

414915; NM.002462; Ks.76391; mywrvifDS (infiuenza) rosislan; esoph; diag 
65 414916; AI219207;Hs,72222; hypotheticaJ preteinFU13459;bra^ CTL 

414921; BE390551; Hs.77628; steroWogenrc acuta Teguferbry; breast dlag 

414945; BE076358; Hs.77667i fymphocyte anttgen 6 complex. : male; mAb 

414987; AA524394; Hs.294022; rrypothefcal protein FU14950; blad, pane, esoph; <2ag 

414998; MM_002543; Hs.77729; oxidised tow density Ipoprote; flbro, ovar, pane, colon; mAb 
70 415003; M11437;H3.77741;kfiiinogen; pane; dlag 

415025; AW207091; Hs.72307; ESTs; blad; diag 

415091; A1044872; Hs.77910; 3-r»ydraxy-3^u>yJglirlaryK^e; lung, lwadnk; s,m. 

415178; D80503; Ha^fl692; ESTs; Wad; dlag 

415214; AI445236; Hs.125124; EphB2; colon, atom; mAb 
75 415314; NBB802; Hs.5422; glycoprotein MSB; mela; mAb 

415457; AWOB1710; Hs.7369; Homo sapiens teste specrfc A; flbro, ovar, uter; CTt*S4n. 

41551 1; AJ732617; Hs. 182362; ESTs; blad, ovar, renal; dag 

415542; R13474; Ks.290283; ESTs, Weakly similar to 138022; blad; dag 

415724; NMJD03580; Hs.765B7; neutral sr^lngoinyellr»8e (N-SM; test; CTUsm 
oU 415752; BE314674; Hs.78776; putettve transmembrone protam; endo, uter. breast, stem, blad, mda; mAb 

415786; AW419196; Hs.257924; hypottiefical proWn FU13782; breast, pros, Had; dlag 

415767; H01463; Hs.93534; ESTs; pros; dtag 

415619; AU077330; Ks360791; iranscription elongation lapto; test; CTL-^m. 

105 



WO 03/042661 



PCT/US02/36810 



415829; AW45019B; Hs.163742; ESTs; test dlag 

415857; AA866115; Hs,127787; Horno sapiens cDNA FIJ1 1 3 B1 fte; lung, test diag 
415910; U2035* Hs.78913; diemoWne (COOC) receptor 1; g5o: mAb 
415947; UQ4045; Hs.78934; mutS (E. cqti} homolbg 2 (colo; test drag 
J 415989; A1267700; Hs^Sl^liEST^pros.ovar.htodJung.heafciK pane, colon, ssrc; ifeg 
415992; C05837: rla,l45807; hypothetical protein FU13593; pros, «bro; mAb 
41S999: M172179; Hs.294029; ESTs; pros, utef ; dlag 
41601B; AW138239; Hs.78977; propraletn convertese subtife; coign, pane lung; diag 
fl « 416090; H15261; Hs.21948; ESTs; breast, fibre; diag 

1U 416065; BE267931; Hs.78996; prolrfera&ig cell nuclear ani;blad r lung, headricmatet CTL*s.m. 

416111;AAD33813; Hs.79018;diramafin assembly factor 1, s; hing, stom; CTL-Kjm 

418166; BE157260; Hs.79070; v-myc avian myetocytomafosiB r, pros; diag 

416201; M4677S2; Hs. 195161; ESTs; test dlag 

41620ft AW291 16ft Hs^1295;E^a,Weak^ 
1 D 416224; Nti4_002902; H3.790BB; reticulocalbln 2, EF-hand calc; ovar; diag 

416225; AA577730; Hs.188684; ESTs, WeaWy similar to PC4269; pros, Wad; dfeg 

41 6350; AF188625; Hs. 189507; phosphollpase A2, group KD; test, mela, flbro; diag 

4tfi37ft NSQ47Q; Hs,203697: CD38 anGgen [p45>; pros, glo; mAlHCTL 

416373; M195B45; Hs.73680; ESTs, Weakly slmilarto S12658; sere; dtag 
JX> 416402; Nfct-000715; Ks.1012; rxmptemBrt consonant 4-binding; fibre; dtag 

41644&; U3210; Hs.79339; lectin, galactosrofrbinding, sr, ovar, colon, stem: dlag 

41 6498; U33632; Hs.79351; potassium channel, subfamily K; pane, atom, breast, ovar, cdon; mAb 

41653% Y07909; Hs.79368; epithelial membrane protein 1; pros, headnk; diag 
n 416602; NMJ)0515$ Hs.367695; Protein kinase C-binding prate; breast; dlag 

25 416640; BE26247ft Hs.13406; neuron-fipeclflc prated mela; diag 

416661 : M634543; Hs.79440; IGF-it mRMA-btoding protein 3; blad, lung, headnk, eery, pane, angfo; diag 

416773; AKoaG340; Hs,79B28; rrypotheforf protein FU20333; test; CTUsjn, 

416815; LM1514; Hs.80120; UDFM^^^pha^actosa: angio; s.m. 

416818; U77735; Hs. 80205; ptm-2 oncogene; Jung, teat; diag 
30 416881; N32S20; Hs. 141358; ESTs; mela; diag 

416929; N20535; Hs.43265; meTastatln 1; mela; diag 

416975; NMJXJ4131; Hs. 1051; granzyme B feranzyroe 2, cytoto; mela; s.m. 

4170035 AUD36170: HsW56; bB(ane-boniocysterne rnethyltra; blad; sm 

41707Q; 219077; Hs.l720D4; Otin; saic; diag 
35 417105; X60992; Hs.81226; CD6 antigen; flbw mAb 

417115; AW952792; Hs.334612; small nuclear ribonucteoprotef; test; CTUsm 

417124; BE122762; Hs.25338; ESTs; angio; diag 

417140; AA3S9B96; Hs.374554; hypothBlJcal proteki FU14902; pane; diag 

417151; AA194055; Hs.29385B; ESTs; blad; dlag 

417153; X57010; Ha.81343; collagen, fype 11, afcha 1 (pr; pros, sarc; (flag 

417218; AA005247; Hs^85754; met proto-wicogBne (hepabcyto; lung; mAbta.m. 

417237; H86385; Hb.81737; patmHoytyrctem mtoestorase; mela; s.m. 

41725% AW90383& Hs.81 800; ctiondroiCn stifcfe proteoglye; pane, breast dtag 

417275; X63S7ft Hs^9544a; parvalburrin; blad; dlag 
43 41729S; AW993524; Hs.43148; eplmellal membrane protein 1; pros; diag 

41730ft H60720; H&61892; KIAAQ101 gene product: tung. beadnk, blad, cerv, anglo, mela, sarc; cfeg 

417312; AW8fia411; Hs.23»11; teuksmMSSorffiifid phosphopro; blad; CTLtsjn. 

417333; AL157545; Hs.173179; bramodomaTn and PHD finger con; breast; diag 

417355; D13168; Ks^2002; endothafn receptor type B; pjio, mela; mAb 
2) O 417365; EJ506B3C HgJ2025; bansfomilng growth factor, be; fitro, angloj mAb 

41 7366; BE185289; Rs.1076; small proffne-ifch protein 1B ; lung, Wed, heednk. pane, esoph. mela; dtag 

41 7370; T26651; H&374466; tryptophanyMRNA syrrthfltase; fibro, mela; dlag 

417391; AW291 946; Hs.82065; irrterteuWn 6 signal transduce; breast; mAb*s.m. 

417400; AA663466; Hs.123072; RAB3B, member RAS oncogene fern; pros; <fag 
J 3 417407; AA923276; Hs.290905; ESTs. WeaWy similar to protea; test, pros; s.m. 

417409; BE27250G; Ha.82109; ayndacsn 1; blad; dlag 

41741 Z X16896; Hs.821 1% toterfeuttn 1 receptor, type I: fibro, pros, pane; mAb 

417426; MMJDQ2291; Hs£2124; ramtoln. beta 1; angfo; diag 

417437; 1)52682; Ha.82132; interferon regulatory factor 4; mela; CTL+s,nv 
OU 417512; X76534; tfe.62226; glycoprotein (Iransmembrane) n; lung, mela, hearfnk, pane, breast mAb 

41751 5; L2420% Hs.62237; atexia-fetangJectasIa group D-; lung, headnk, blad; dlag 

417542; J04129; Hs,fl2269; progestagen-associated endomet lung, mela; diag 

417592; AA204664; Hs.1B2437; ESTs, Weekly similar to 154383; test diag 

417599; AA2046B8; Hs.62954; ESTs; bled, esoph; dlag 
OD 417621; AV654694; Hs.82316; hterferon-irtdiffied, hepaODs ; esoph; dlag 

417636; BE241624;Hs.82401; CD89an8g«i fp60. eartyT-cel; pros; mAb 

417705; AW1349S2; Hs.175220; hypometical protein FU14541; test; mAb 

417715; AW95&5B7; Ks.86366; ESTs; Wad, lung, headnk; dlag 
_ A 417720; AA205625; Hs.208067; ESTs; blad, lung, esoph, hesdnlg dlag 
iV 41775ft A1267720; Hs^60523; synovial sarcoma, translocated; sarc; diag 

417777; A1B23763; Hs.7055; ESTs, WeaWystmTlarto 176895; tosts-nt 

41 7791; AW965339; Hs.44269; ESTs; over, blad. king, heatmlu CTL^m. 

417B01; AA417383; Hs.82562; integrin, betake 1 (with EG; pane, fibio; diag 

417805; U3B545; H5.82567; phosphollpase D1, phophafJdyte; angto; s.rn. 
75 417831; H16423; Ha.82685; CD47 antigen (Rh-related anfig; ovar, mAb 

417843: W07361;Hs.22545; Homo sapiens cDNA FU12935 ft* pros; diag 

417647; AI521658; Hs.7331; nypolhefical protein FU22318; ovar; dlag 

417B49; AW291587; Hs.«273^ nldogeji 2; anglo, headnk; dlag 
0 417874; BE61616Q; Hs.82829; protein tyrosine phosphatase, ; pane; mAb+eja 

OO 417880; BE241595; Hs^284ft selecthi Lymphocyte odhesio; mela; mAb 

41788ft AA2145B4; ; ESTs; tBst ovar; dlag 

417900: BE25D127; Hs-B290Bt CDC20 (cdl dMskm cycle 20,; lung, stom. teat. blad. headnk, cerv, esoph; CTUsm 
41791 1; AA333387; Hs.82916; chaperonin containing TCP1. so; test dlag 
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417944; AU0771Sft Hs.82986; collagen, type V, alpha 2; sarc; dlag 
417975; AA641836; Hs*30085; hypolheOcaJ protein FU23lB5;coton. stem, lung; mAb 
417976; BE665892; Hs.e3g77; interteukin 18 (interlerori-gam; coton, atom, flbros; dlag 
41 8004; U3751 9; Hs.87539; aldehyde dehydrogenase 3 fend; king, headnk, esoph; am 
J 41 8036; 237976; Hs.83337; lalenl fransformkig growth fag; angle; dlag 

41 8054; NMJ)0231ft Hs.63354: lysyl oxMase-iike 2;,hjng, angio. test, aarc; drag 
418067: AI127958; Hs.83393; cystaSh QM; headnk, pane, Had; diag 
418068; AW97115S; Hs,293902; ESTs, Weakly sVnfarta ISHUSS; blad; s.m. 

4181 13; /U272141; Hs.83484; SRY {sex determining region Y); Had, breast, titer, colon, lung, ovar, gllo, test aarc; CTL*s.m. 
IU 418134; M397769; fe.86617; ESTe; test dlag 

418140; BE613B36; Hs.83551; ninpfibnllar-^sociatad prot lung, headnk. esoph, ovar, aarc; dlag 

418156; W17056; Hs.83623; nuclear leoeptor subfarriry 1, ; fibro; mAb^m 

418203; X54342; Hs.83758; COC28 protein kinase 2; lung, btad, test, mala, stem; s.m. 

41 6216; AA662240; Hs.263099; AF15q14 protein; haadrft, lung. Wad; dlag 
1 3 41B245; AA0B8767; HS.838S3; tranBrnambrariB, prostate endrog; pane; mAb+sjn. 

41B283; S79B95; HsX3©42; catheps'm K (pyenodysostosia); breast, cerv, ovar, utar, proa, headnk, lung, pane, colon, atom; diag 

41B318; U47732; Ha. 84072; transmembrane 4superfamlly me; pane, pros, colon, atom, amuc; mAb 

41B322; AA284166; Hs.H4113;^IrwtepenrJ9ntWnss©inhfcl; headnk, lung, bbd;sjn. 

41833B; WOO 2522; H&B4154; neuronal pantraxin 1; aarc; diag 
2U 41 8339; AA639SQZ; Ha, 1 0421 ft ESTs, Moderately similar to SP; pros; diag 

41 8345; AJ001 63ft fe. 24 1407; serine (or cysteine) protelnas; cerv, lung; s.m 

418371; M1356C; Hs.84298; CD74 antjgen (mvaiianl polype; renat mAb 

418379; AA21B940; Hs.137516; flogeMke 1; lung; diag 
. „ 418394; AF13201S; Hs.84728; KnippeUllo factor 5 (intesti; pane; CTL*6jtu 
ZD 41B396; A1765805; H6.26B91; SUC2A12 Solute carrier family ; pros; mAb 

41B397; NM_O01259; Hs.8474ft chromosome condensation 1; lung; dlag 

41B399; AF1317B1; Hs.84753; hypottiatjcel proWn FU12442; test, blad, sarc; otag 

418406; X73501; Rs.64905; qtokera&i 20; blad, colon; diag 

418432; M14156; Hs.851 12; tnailln Jlce grawlh factor 1 C pros, flbro; (flag 

418460; M26315; HS.852SB; CDS antigen, alpha pc<ypepHde; fibre; mAb 

418462; BEQ01 59ft Hs.85266; Integrin, beta 4; Jung, blad. cerv, headnk, over; mAb 

418543; NMJM5329; Hb.85962; hyaturonan synthase 3; Nad, rung; mAb 

418576; AW968159; Hs^0274ft Epithelial cBTdum channel 2, ; pros; mAtHs.m. 

41861 0; AW245993; Hs.32417; hypothetical protein MOC2742; pros; diag 
3 5 418641; BE243136; Hs.86947; a dEsfntegrin and metalloprote; cerv, [ung, pane, faledL headnX, skim; mAb 

418655; AA226354; Hs.111240; ESTs; pros; dlag -' 

410661; NM_001949; Hs.1189; E2F transcripf on factor 3; ovar, kir^ r meteq CTL*sm 

41B663; AK0O1100; Hs.41890; desmoooTSn 3; lung, blad, headnk. cerv, esoph; mAb 

418683; U90308; K&87241; hypothegcal protein from don; anglo; CTL+s.m. 
40 41 868ft Z36830; Hs.87268; ajinaon A3; btad, lung; dlag 

418633; AI760B78; Hs.87409; Ihrombospondin 1; angfo, pane; diag 

418696; AW959433; Hs*326290f hypothetical protein FU12581; lest; diag 

418739; AA310964; Hs,8B012i SHP2 hteracUng (fans membrane; meta; dlag 

4lB766;AA252254;Hs^26a49; ESTs; test; dlag 
43 41B82ftAA220B51;f^^2394;hypoaie&al|MtemFLJ1^ 

416829; AA516531; Hs^5999; NK homaobox (Drosophna), fen* pros; dtag 

41B882; NM^004996; Hs^9433; ATP^InoTng cassetta, sub-tarn^ ovar, pros, breast, lung; diag 

418883; BE387036; Hs.1 211; add phosphatase fi, tsrtrate r t fibro; sjr 
cr . 41808Q; AU076B01; H3^943ftcadherln 17, Ucadherln (Jiv^ootor^stom, ovar. cter, pane; mAb+s.m. 
DU 41891B; X07871; Hs.63476; CD2 antigen (p50), aheap red b; mela, flbro; mAb 

418332; L34059; Hs^9484; cadhedn 4. type 1, rVcsdhenn; o^o; mAb 

418^41; AA452970; Hs.239527; ElB^£kDa«soclBted protein 5; angto. blad; diag 

41896B; NM_000078; Hs.89538; chotesteyl ester transfer pro; meta; dlag 

418994; AA20652Q; Hs.89546; selecfin E (endothete) adhesl; pros, angle; mAb 
55 419038; AW134924;Hs.6a2e0;ESTB; pros; dlag 

419073; AW372170; HS/I039J8; trans membra no receptor Urc5H2 ; ovar, renal, Wad, lung; mAb 

419076;M9311ftHs.8S58^IrBuRncfria-ass<^ 1; Wad, lung, pane, sere; dlag 

419079; AW014836; Hs.18844; ESTs; esoph, lung, sfam. colon; dlag 

41MB6; NM_000216j Hs^9591; Kallmann synarome 1 sequence; fibro; dlag 
OU 419002; J055B1; Ks^9603; mucin 1, baiismembrane; breast, pane, (ung, Wad, fibro: mAb 

41 9222; AD0O1 528; Hs.8971 ft spermine sy nthsse; pros; s.m. 

419223; X601 1 1; Hs.1 244; C09 anffpen (p24}; beast, pros, ovar; mAb 

419231; AL046294;*te,136245; ESTs, WeaJuy slmUar to T1 7227; fibro; diag 

419261; X07876; Hs.89791; Wbigless-Yype MrWV Integration; pane; dlag 
65 419264; AAB77104; Hs J93872; ESTs, WeaWv Sffiilar to ALUB pros; dlag 

419280; AH2B114; Hs.11288ft spinal cord-derived growth fac; pane; diag 

419356; A)65616ft Hs.7331; hypothetical protein FU22316; uter, ovar, dlag 

419359; AUG 43202; Hs J9007^chiomosorne SegregaSon 1 (yeas; king, blad, test; diag 

419440; AB0206BS; He.9041 9; K1AA0832 protein; breast; diag 
/U 41948ft AA489023; Hs.99807; ESTs, Weakly similar to unname; mela; diag 

419490; NrVUW6l44; Hs.90708; granzyma A (gracizyma 1, cytoto; fbro; s,m. 

419519; AI196719; Hs. 176376; ESTs; mela; dlag 

419551; AW582256; H3.91011; anterior gradient 2 (Xenepus t; pane, pros, breast; dlag 
419559; Y07828; Hs^l 096; ring finger protein; blad, colon, stem; CTl-^jn. 
75 419568; AB02B1 1ft Hs.28307ft hOAT4; renal; mAb 

419669: AI971651 ; Hs .31143; Jagged 1 (AlagtHe syndrome}; headnk. Jung; dlag 
419628; H67546; Hs.49768; ESTs; mela. sarc; diag 

419667; AU077OQ& Hs^220ft adlslntegnn and meteltoprofe; breast, cerv, angio- mAb 
0 rt 419693; AA1 33749; Hs.301360; FXYD domalrHsontaining ton tra; pros, breast, ovar, pane, lung; mAb 
419721; NWLOOt650; HSw315369; aquaporin 4; gllo, Jung, fibro: mAb 
41 974% AW40B762; Hs.5957; Homo sapiens clone 2441 6 mRNA ; blad, headrfc; diag 
419749; X7360B; Hs.93029; sparctosTfioiiecEn, ewev and ka; pros, pane, lung; dlag 
419752; AA249573; Hs.152618; ESTs, Rtoderately siratertoZN; lung; dlag 
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41 9B39; U24577; Hs>93304; phospnclpase A2, group VII fp; pros, king; dag 

419870; AW403911; Hs.266175; phosphorate* associated with; rnela; dlag 

41 9875; AA853410; Hs.93557; pmenkephaJii); sam; diag 

41994ft AB041O35; Hs.93847; NM_016931:Homo sapiens NADPH o; ana** mAb 
3 419956J AL137939; Hs.4rj096; cadterin 19,type£mela; mAb 

419968; X04430; Hs.93913; interieukln 6 prYterferon. bet lung, pane, esoph; (Sag 

419981; AAa97581;Hs.128773; ESTs;angto;dfeg 

420005; AW271106; Hs.133294; ESTs; lung, test, blad, ooIoa; diag 

420062JAW411096; Hs.94785; TGFfbetaJ-aiduced franscrfctto; test CTt^m. 
IU 420O67;T52431; Hs54795; Homosaplans mRNA; cDMA DKFZpS; sarc; diag 

4201 37; AA30S478; Hs,95327; C03D antigen, delta polypeprld; fibre; mAb 

420154; AI0931 55; Hs.95420; G antigen fanly C 1 protein (; pros, lao; CR^.m. 

420174; AJS24144; Hs.199749; ESTs; angte; CTL-wun. 

420208; BE276055; Hs.95972; silver (mouse homobg] Ska; maTa, sarc; mAb 
1 J 420209; AA256444; Hs.126485; hypothetical protein FLJ12604- angkj; dfeg 

420218; AW958D37; HsJBIIOS; liposomal protein L4; mela, pros; dag 

420265; NM_007289; Hs.1298; membrane meteJk^ndopepiWase; proa; mAb 

420356; U84722; He.76206; cadherin 5. lype 2, V&cadfieri; angb, libra; mAb 

420267; N37030; Hs.173337; ESTs; mala, sarc: dlag 
Z\) 420281; AI623693; Hs.323494; Predicted calten efflux pump; lung, blad, qvar. pane; mAb 

420301; AA767526; Hs.22030; paired box gene 5 (B-bbII line; mete; dlag 

420338: AAB25595; Hs.80269; Homo sapiens, clone MGC:17339,; mela; mAb 

420340; NMLOD0734; Hs.97087; C03Z antigen, zete polypeptide; fibro; mAb 

420344; BE463721; KsJ7101; putathre G proteitveoupted rec; colon, pros, Mad, headnk, pane, stem, ovan mAb 
-O 420347; ALQ33539; Hs.97124; Human DMA sequence from clone ; test cfeg 

420360; U83171; Hs.97203; small mdudbtecytoWnesubrar teok;dlag 

420367; AA259090; rte.257028; ESTs; test; dlag 

420376; AL137471; Hs-9726fc protocadheriri 18; sarc; mAb+s.m. 

420378; NWL0I4143; Hs.97269; B7-H1 protein; teuk; mAb 
3 U 420380; AA640S91; Hs.10240G; EST* lung; dlag 

420424; AB033036; Hs.97594; WAA1210 protein; pros; dag 

420462; AF050147; Hs.97932;cnondroniodulin I precursor; lung, EWS, sarc; mAb 

420474; L09753; Hs.1313; tumor necrosis factor (llgand); leuk; mAb 

420544; AA877577; Hs.380213; Homo sapiens Chromosome 16 BAG; pros; dlag 
J J 420576; AA297634;Ha.54925:KrAA185B protein; sarc; dlag 

420596; NM.002692; Ks.99185; polymerase (ONA directed), eps; test CTbts.m. 

420633; NMJH45B1; Ks.274480; odorerrt-bJndlng protein 2B (OB; breast, endo; diag 

420656; AA27S098; Hs>187630; ESTs; fibro: dlag , 

420710; NM_007C09;rfe.9SB75;zonarjdlBcidBbnrinopr^ 
40 420729; AW964fl97;Hs^0825; ESTs; pros; dlag 

420757; X78592; Rs.99915; androgen receptor (dlhydrofest pros; mAInfi.m. 

420759; T11832; Hs.127797; Homo sapiens cDMA FU11381 fc; test; diag 

420783; AI659838; Hs.99323; bqfti, gabctoside-btnrfitg. s; lung, Wad, headnk; dlag 

420789; Al 6 70057; HsJ99B82; ESTs; renal,; dlag 
43 420859; AW468397; Hs.100000; S100caklim>tfndlng protein A; sarc; diag 

420908; ALQ4B974; Hs.100261; Homosapieos mRNA; cDNA DKFZp5; panr. dlag 

420923; AFO 97021; rfe273321; drfferenfiaBy expressed In ho; blad, colon; diag 

420931; AF0441 97; Hs.100431; small inducible cytokine B sub; breast kmg, mela; diag 

420981; U0904; Hs.10B724; peroxisome proTiferative acov; colon; mAb+am 
DU 421016; AA504S83; Hs.101047; transenpttefl factor 3 (E2A fcn; tool; CTL-sm 

421044; ARJB1 871; rfe.101302; Human DKAsequence from done; pane; dfag 

421059; AJ6541 33; Ks.355247; thyroid receptor Irrteracftig p; pros; mAb^m. 

421Q64;AI245432; Hs.101382; tumor necrosis factor, alplia-l; Wad, uter; (fog 

421070; AA283185; Hb. 19327; ESTs; blad; dlag 

421100;AW351839; Hs.124660; Homosapfens cDMA: FU21763fl; blad; diag 

421133; AA814971^ Hs.26410; ESTs; lung; dlag 

421154; AA284333; H&287631; Homosapfens cONA FUl4269fis; BPH; cfeg 

421155; H87679; Hs.102267; fysyj oxidase; headik. pane renat, sarc; dlag 

421218; MMJ000499; rte.72912;cytochrorna P450, subfarnfly I tj bted, angb; clad 
OU 421233; AA209534; Hs.2B424* tetraspan NET-6 protefrc pros, breasl, ovar; mAb 

421241; X91B17; Hs,102866; fransketotese-like 1; test; m 

4213D2; T34482; Hs/HXKBI; neumin; uter. endo ; dlag 

421 305; BE397354; H 2, 3243 30; cflptheria toxin teslstence pro; over; diag 

BE53997 5: Hs.103305; Homo sapiens mRNA; cDNADKFZp4; breast, rung, angto, test sarc; dlag 
OD 421341; AJ243212; Ha,27961 1; deleted tn msHgnant brain lum; pane, lung; dag 

421350; AW301C08; HS.Z7818B; ESTs, Modemtery similar to 15; test diag 

421373; AA808229; Hs,2220B& ESTs; Wad; dlag 

421433; A18291 92; HsJ22380; ESTs; pros; dlag 

421451; AA291377; Ha.50831; ESTs; ovar, Wad. lung; dag 
/U 421458; NMJM3654; Hs.104576; carbohydrate (keraten su^le ; sarc; s jn. 

42147B; A1683243; Hs.97258; ESTs, Moderately similar to S2; ovar, blad, renal, uter: dlag 

421481; AW391S72 Hs.104696; WAA1324 prote&i; pros; dlag 

421502; AF111855; Ha1D5039; solute carrier tartly 34 (sod; ovar, faro; mAb 

421506; BE3027S6; Hs.105097; thymidire kinase 1, soluble; lung, headnk, esoph; sm 
/ O 421508; NRL004833; Hs.1051 15; absent tn melanoma 2; Wad, esoph, lung, meta; CIL+s m. 

421535; AB0O2359; Hs.105478; phcwplwhlwsylforrrrylglycmamid; test s,m 

421537; BE383488; Hs, 10 5547; neural prqliferaOon, dHferen; pros; dlag 

4215GG; NM.0OG399; Hs.t395; early growth response 2 (Krax-; pros; CTL^ m. 
c A 421579; NM,0D2975; Hs.105927; stem cell growth factor; Jymph; sarc; mAb 
OU 421633; AF121860; Hs.106260; sorting near* 10; mela; dlag 

421650; AA781795; Ha.343800; ESTs; melac diag 

421666; AL03525D; Ns.140B; endothsfn3; mela; dlag 

421727; Y13153; Hs.107316; kynurenlne 3-monooxygenase (ky; breast; sm 

108 



WO 03/042661 



PCT/US02/36810 



421773; W69233; Hs.1 12457; EST*: mela, esoph, sarc; dlag 

421 777; BE5620B6; Rs.108196; HSPC037 protein; esoph. cerv, lung; dlag 

421779; A1B791 59; Hs.1QB219; wfrigless-type MMIV integration; colon, ewer; dlag 

42179B: N748BQ; Hs.355462; N-acyisphlngos&ie amidohydrola; fibre; s.m 
J 421814; L123S0; Hs.106623; Irvrombospondtn 2; pane; dlag 

421831; AA296836; Hju22026; ESTs; slmlar to TRANSMEMBRAN; angfo; mAb+sm 

421887; AW161450; rte,109201; OGI-86 protein; pros; mAb 

421696; NB2293; Hsj45107; ESTs; prog; dag 
H rt 421917; A8028943; Hs.109445; WAA1020 protein; test; diag 
1 0 421920; BE551245; rte,1438; gammaamfaobutyifc acH (GA6A); sac; mAb 

421924; BE514514; Hs.1O9B06; coronfo, acfih-bindfng protein; fibre; dag 

421946; 1.42583; Hs.334309; keratin BA; lung, headnk, bted. esoph, carv> mala; diag 

421952; AA300900; Hs.98849; dy mn ^htchan 2B (DNLC2B); fibro; dag 
. _ 421991; NMJM4918; Hs,1 1048B; KIAAO990 protein; pane; dag 
1 5 421996; AW5838D7; Hs.1460; glucagon; pane; dlag 

422002; X70D7O; Ks.1 10642; neurotensin receptor 1 [high a; colon; mAb 

422027; ALG4310Q; Hs.28B828; fatty add amide rrydrotase; pros; s.m. 

422033; AW245805; Hs.110903; cteudln 5 (transmembrane prole; gUa; mAb 

422067; X58968; Hs.111 301; matrix rnBtallaprotefnase 2 (ge; sarc; dag 
20 422089; AAS23172; Hs.103135; ESTs, Weakly similarto SFR4Jt pros; diag 

422094; AF1 29535; Hs.272027; F-boxonly protein 5; blad, lung; CTb+s.m. 

422095; A186BB72; HsJffl2W; rypothstfcal protBln RJ22704; lung, pane, ovar, breast; CTUsm 

422039; AA1 56022; Hs.111518; hypothefcaJ protein; angb; CTLts.m. 
_ _ 422100; AI096988; Ha.111554; ADP-ribosyiaHon factor-tike 7; lung, esoph; CTL-*jrh 
ZZ> 4221 1 0; A! 378736; Hs.121553 secreted protein, acidic cyst pane; dag 

422119; AI277829; H&.1118B2; KIAA0590 gene product; Wad; (Sag 

422134; AW17S019; Hs.112110; mitochondrial rtbosomsJ protet; lung; dlag 

4221 52; AA9Q9249; Hs.112282; solute carrier femiry 30 {zinc; bted; mAb*s.m. 

422163; AF027208; Hs. 1 12360; profrtftfn (mouse)-Qke 1; colon, breast, faro; mAb 
30 422184; NMJM4312; Hs,112377icortfc alfhymocyte receptor {; Wad; mAb+sm 

422168; AA586804; H9.1124OB;StO0cfifcijn>b3rKing protein A; lung. Wad, headnk, breast, mela, esoph, sarc, cerv; CTL*sm 

422170; AJ791949; Hs.1 12432; anii- Mulled an hormone; uter, Wad; dag 

422173; SE385828; Hfc250519; ptorboMte protein MDS019 ; mela; diag 

422247; U18244; Ha.113602; solute carrier family 1 (high; Had: mAb 
35 422270; AF072873; Hs.114218; frizzled (DrosopTu'la) homotag ; ovar, headnk. Wad, cerv. rung, pane stem; mAb 

422309; U79745; Hs.1 14924; solute carder family 16 (mono; mela; mAb+s.rrL 

422311; AF07351 5: Hb.1 14943; cytokine receptor-Oka factor ; lung, Sbro; dtag 

422355; AW403724; Hs .300697; coagulation factor VII (serum ; fibro; dag 
, _ 422383; T55979; Hs.115474; reparation factor Ctacthralo; mela, coton; dag 
40 422398; AI476149C Hs.334483; hypothetlca! protein FU21992; fibro; CTUs,rn. 

422406; AFD25441: Hs.116206; Op&Hnteracting protean 6; Wad. lung; dlag 

422420c U 03398; Hs.1524; tumor necrosis factor (Ugand); colon, pane, stom, fault; mAb 

42242% AF283777; Hs.116481; CD72antfgen; spleen, leuk; mAb 

422440; Nr«_0O4B12; Hb,116724; atdo-keto reductase feraly 1, ; lung, headnk; s.m. 
4d 422487; AJ010901; Hs.196267; mucin 4, tracheobronchial; lung, headnk, pane sarc; dag 

422532; AUJ03726; Hs.1 181 26; protective protein for beta-sa; renal, mela; s.m. 

422565; 8E259035; Hs.1 1B4G0; singed (DrosophllaHIke {sea ; pane, test mela; diag 

422573; AW2 97985; Hs^95726; intagrin, alpha V (vrtranectj; pane; mAb^.m. 

422596; AFQ 63611; Hs.1 18633; M-digo adenylate synthetas; esoph, mala; a.m. 
30 422603; EE242537; Hs.118551; hemabpcMcaEy expressed ho; angto; CTL+gjtl 

422833; X5B832; Hs.118804; enobse 3, {beta. mu&cEe): sarc; sm 

42265ft AF231 981; Hs.250175; homotag of yeast long chain po; pros; diag 

422689; AW856B65; Hs.299797;gb:r^cr0297^2g0t00^13-d03 d test diag 

422726; U11690; H&.1572; taooganrtflt dyapfesla (Aareko; test; dlag 
D D 422123; AW937826; He1 03252; MAO (mothers ogaJnst <Jecqpert1e; pros; dieg 

422789; AK001 113; r1e120B42; ptfhetJcal proteki FU10251; test CTL+s jtl 

422635; BE218705; Ks. 121378; metaKothcnaJn-ISte o\ teste; breast; diag 

422B71; A1031228: U s>1 21509; colagan, type XI, alpha 2; sarc; diog 

422887; AJ75184B; Hs.4821 5; ESTs; sarc; CTL*sm 
00 42293B; NMJD01809; Hs.1594; centromero protein A (17kD); lung, test; CTL+sjtu 

422983; W79141; Hs.13234; ESTs; tUng, pane; dlag 

4229S7; BE018212; Hs. 122908; DMA lepfcafion factor; test; CTUsjn. 

423017; AW178761; K&22794B; serine (or cysteine} protelnas; bled, headnk. mala; mAtmfiag 

423052; M29214; rte,123072; RAB3B, member RAS oncogene ten pros; dlag 
o5 423189; M59371; Ha. 171 595; EphA2: coten. ovar; mAb 

423196; AKD01866; H&125139; hyp alhetfca! protein FIJ1 1004; Biro; CTL^m 

42319ft M01 933; Hs.1 534; cell dvfslon cycle 25A; test; CTL-^.m. 

423201; NMJ300163; Hs,1 26180; growth hormone receptor; pros; mAb 
_ 423217; NM_000Q^; Hs.1640; collagen, type VII, ofpha 1 (e; lung, esoph; dlag 
70 423271; W47225; Ns.126256; interietikln 1, beta; blad, stem, esoph; diag 

423309; BE006775; 26782; sushi-repeat protein; lung, colon; dlag 

423354; AB01 1130; Ks.127436; caJcHim channel, voUage-depen; test fibro; mAb 

4233B7; AJ012074; Hs,348S00; vasoacfive Intestinal pepSde ; pros; mAb 

423397; NM_P01838; Hs.1652; clienioSdna {OC moTjfj receptor; blad, mela; mAb 
/ o 423412; AF109300: Hs^5161 5; prostate cancer associated pro; pros; diag 

423422; AC005175; Hs.128425; NY-RE W-24 anflgen; glo; mAb+CTL 

423445; NM^0 14324; te.128749; Elpha^nettiylacyKkjA racemasa; pros; s.ra 

423453; AW450737; H3.12S791; CGMJ9 proton; lung; CTUs.m 

4234S8; A1204212; Hs. 3 51 113; ESTs; test; CTL^rn. 
oO 423511; AF03632B; Hs.129715; gonadotroplrwelBasIng hormone; lung; dlag 

423515; AA327017; Ms.176594; ESTs; ovar; diag 

423541; AA296922; Hs.129778; serine protease inhibitor, Kaz; colon, pane; dlag 

423575; C18863; Hs. 163443; Intron of penosfin (OSF-2os); headnk, breast, pane, rung, fibro. esoph; dlag 
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423605; AF047826; Hs.1 29867; cedherin 19, type Z mela; mAb 

423642; AW452850; Hs.157148; hypothetical protein MG CI 3 204; lung; diog 

423662 AK001035; Hs.130881; B-cell CLUJymphoma 11 A (2nc ; tung; dkg 

4236B5; BE350494; Hg.49753; uveal autoanSgen with cdted ; pane, liter, ctf on; CTUsjn. 
D 423725; AJ40310B; Hs.1321 27; hypothetical protein LOC57B22; lung, headnk. Mad; diag 

423739; AA398155; Hs.97600; ESTs; breast ovar. pane diag 

423761; NMJW6t94; Hb.1 32576; pared boxgena 9; headnk; CTL*s.m. 

423765; R238SB; Hs.143375; Homo sapiens, done IMAGE:3840f test; diag 

423776; Y09267; Hs.132821; flavin containing mcnooxygenas; flbro; sin. 
I V 423779; AWD71 837; Hs.57971; TRANSCRIPTION FACTOR HES-5; gltof diag 

423787; AJ295745; Hs.2362D4; nuclear pore complex proton; test ©soph; diag 

423798; AF047033; Hb-132904; solute carrier family 4, sodlu; aim mAb 

423799; AW02830O; Hs.132906; 19A24 protein; mela; mAb 

423B49; AL157425; Hs.133315; Homo sapiens mRNA; cDNA DKFZp7; lungrcfiag 
1 D 423887; AL080207; Hs.t34585; DKFZP434G232 protein; headnk, lung; diag 

423899; NMJKM427; Hs.1349B9; engrailed homolog 2; mela; CTUsjil 

423905; AW579960; Hs.135150; tung type-l call membnane-asso; test; mAb 

423909; AJ223183; Hs.1 351 94; ImmiMjglobuSn fiupwfacrily. ma; test; diag 

423934; 1)89995; Hs.159234; torkhead box E1 {ihyroM tans; lung; CTUsjn. 
2\J 424001; W67883; Hs .137476; patemaBy expressed 10; breast, over; dag 

424012; AW36B377; Hs.137569; amor protein 63 kDa wRn. sfro; lung, clad, headnk, esaph; diag 

424036; AA770668; r&348495; H2A histone family, member U pano. ovar; CTL*sjtl 

424054; AA3 34511; Hs.26638; membrane-spanning 4-domatos, s; proa, fibre; mAb 

424078; ABGD6625i Hs.139033; patematty expressed 3; ovar, uter, CTL+sm 
25 424061; NMJM6413; Hs.139120; rtbonuctease P {30kD); test s.m. 

42409B; AF077374; Hs.139322; small prollne-rtcb protein 3; lung, bled, headnk, esoph, cerv; dteg 

424125; M31669: Hs.1735; Inhlbin, beta B {acGvTn AS be; ovar, pros; diag 

424144; AA454M3; Hs.41644; AKAP-assoclated sperm protein; fibro; diag 
_ 424163; AA451737; Hs.141496; MAGE* 2; mela; CTL.4s.m. 

30 424165; AW5BZS04; Hs.142255; Islet amyloid polypeptide; pane; mAb 

424212; NMJJ0581 4; Hs.143131; glycoprotein A33 (fransmembran; colon, stem, ovar; mAb 

424218; AF031824; Hs.143212; cysrtelln F {tei&ocystatln); mela, fibre; diag 

424244; AV6471 64; Hs.143601; hypottielicsl profewi hCLA-lso; Wad; diag 

424252; AKDD0520; Hs.1 43811; hypothec protein FU2D513; colon, stom; diag 
3 J 424264; D3O40O; HsJ2393B3; Human DMA sequence from clone ; blad; mAb 

424308; AW975531; Hs,154443c mntoiromceoma maintenance def; Wad, lung, bast* diag 

4243l0t AA33B648; Ks.50334; testes developmenl-retated NYB; fibre; diag 

424332 AA33B919; Hs.101 515; ESTs; pros; diag 
, ft 424339; BE25714B; Hs.145416; enAxjrycan; pros, lung; dag 
4U 424343; AW95636Q; Hs.4748; adenylate cyclase activating p; gib. ovar, uter; mAb 

424364; AW3B3226; Hs.163834; ESTs, WeaWy aTriflar to G01763; lung, bted. headnk, cerv; diag 

424399; A1905B87; Hs.348419; AJ906667JL-BT095-1 90199-019 B; breast liter, headnk diag 

424420; BE614743; Hs.146886; prostaglandin E synthase; lung, Dted; sm 
A _ 424440; AA340743; Hs.13320B; ESTs; sere; dag 
45 424441; X14850; Ks.147097; H2A rfctonefamlfc member X; lung; diag 

424450; AL137528; Hs.147472; dyneb mferrnedlate chain 2; flbro; dteg 

424522; AL134847; Hs.149957; ribosomal protein SB kinase, ft breast cerv, ovar, uter, blad, coton. stem; s.m. 

424527; AW13B55B; rbJ334873; ESTs t Weakly similar lo 154374; fibre; diag 

424578; AKGD1973; Hs.1 50890; rryjxjlheflcal protein; test; CTL-+«.m. 
>U 424561: M62062; H6.150917; eaten in (cadherin-assodated pf gllo, ovar, uter; mAb*a.ra. 

424586; NM.003401; Hs.150930; X-ray repair complemertfing def; pane; CTL+s.rrt 

424629; M9085Q; Hs.1 51 393; glutamate-cystelne Bgasa, cat; lung; CR+sm 

424635; AA420687; Hs.11 5455; Homo Sapiens cONA FU14259 Ag; gjlloc «ag 
_ _ 424676; YQ6565; Hs.1 51 676; UO^cetyWpha-O^alactosa; breast sm 
D 3 424704; A1263293; Hs.1 52096; cytochrome P450, sdbfsm^y II J; renat sm 

424711; NM.005795; Hs.1 52175; cetcttonJo receptor-lika; angfo; mAb 

424717; H03754; Ha.152213; wftigtess^ype MM1V Integration; bted, lung, headnk; diag 

424800; AL03558B; Hs.153203; MyoDfemly Inhibitor, test pros; dag 

424806; AA382523; Hs.105689; MSTP031 protein; angle; mAb 
OU 424834; AKD01432; Ha.153406; Homo sapiens cDNA FU 10570 fis; lung, Wad, ovar. headnk, esoph, cerv, uter, c 

424646; AU077324; Hs.1632; neuropepBdeY; proa; diag 

424697; D63216- Hs.153684; fdzzied-related protein; pane, EWS, stem, renal; dag 

424902; NMJJ03866; Hs.1 53 6 57; Inostol poly phosptiate-4-phcsp; pane, leuk, mala; CTL+s,m. 

424954; NMJD00S46; Hs.1646; tumor protein p53 (U^rawnenl; mela, colon; CTL-^m. 
OD C4971; AA479005; rb,154036; tumor suppressing subtmnsfera; pane mela; CTL+sjn. 

424996; U5B515; Hs.154138; chntnase 34lka 2; gfo; dag 

425023; AW956689; Hs.154210; EDG-1 ^endothelial cTrfferentl; anglo; mAb 

425046; HQ5466; Hs.164502; ESTs; lung, blad; dteg 

425057; AA626434; H3.1619; achaete-scute complex (Drosoph; rjTo, lung; GTL+s.rrL 
/ U 425088; AA663372; Hs.169395; hypothetical protein FU12015; glo, mela; diag 

425164; HNUXft 851; Hs.154650; collagen, type DC, alpha 1; sarc; diag 

425159; NM_004341; Hs.1 54868; i^n^moyVphosphate synlhetaae: lung, test sum, 

425200; 8E255203.comp; Hs.1 55101; ATP synthase, H transporting, ; pane; s.ra 

425206; NM.0Q2153; Hs.155109; hydrexysteroW (17-beta) dehyd; bJad; mAb 
/ D 42521 1; M18667; Hs.1 867; progastricsin (pepsinogen C); flbro, esoph, pros; diag 

425234; AW152226; Hs.165909; ESTs, WeaWy similar b 138022; tung, anglo, blad, mefa; diag 

425235; AA353113; Hs.105468; Homo sapJens cOKAt FU22743 A; angb; diag 

425237; U 07695: Ks.155227; EphB4; teat mAb 
„ 425245; AI751768; Hs.165314; WAA0095 gene product lung; dteg 
KO 425259; AUW9260; Hs.1 45O10; Homo sapiens mRNA; cDMA DKFZpS; pros; diag 

42526^ D87119; Hs.155418; GS3955 protem; meb, renal; CTL^s.m. 

425266; J00077; Hs.155421; slpha-fetoprotein; lung; dag 

425274; BE28tl9t; Hs.15546^ ntotehrornosoma maintenance dot test diag 
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425289; AW139342; H3.155530; Interferon, o^vnairiducible pr; mela; CTL+sjn. 
425306; M97639; Hs.1 55585; receptor tyrosine Wnase-llke ; pros, sarc; mAb 
425367; BE2711BS; Hs.1 55975; protein tyrosine phosphatase; ; 6b ro; dag 
c 425371; M9441; Hs.1 55981 : mesothefoi; ©vht, fung, fibro; mAb 

5 426397; J 04098; Hs.156346; topofeomerase (DMA) II afclta t lung, Mad, pane, angto, test meta esoph; CTL+s.m. 

425427; AJ652662; Hs.317432; branched chain amtnotransfaras: test s.m. 

425428; AL110261; Hs.15721 1; DKFZP586B0B21 prolan; pane; diag 

425465; L16964; Hs.1904; protein ktnase C. tola; over, pros, colon; sm. 

425525; AA358B83; Hs,23871; ESTs; sarc; diag 
10 425545; N9652S; Hs.158295; Homo sapiens, done MGC:1 2401,; sarc; dag 

425555; AA359291; Hs.1 30767; Homo sapiens cDNA: RJ23553 ft; fibro; CTL*s.m. 

425572; AB01 1076; H5.15B307; ^differentiated embryonic eel; lest CTUs.m. 

425601; AW623485; Hs.140720; GSK-3 binding protein FRAT2; test CTL+sm 

425606; U52112; RS.15B331; ranin-btnd?ng pnrtein; mela; dag 
1 5 425528; NM_0G4476; Ks.1915; folate hydrolase (prostates pe; pros; sjr 

425633; NMJ) 12337; H&.15B45Q; nasopharyngeal epithelium spec; flora; CTL+s.m. 

425679; X05997; Hs.1 59177; lipase, gaslrfc; esoph; em 

425892; D90041; Hs.155956; N-aceryHmnsf erase 1 (aiyfarni; breast; s.m. 

425695; NrvL005401; Hs.1 5923ft; protein tyrosine phosphatase, ; lung; mAb*6.m. 
20 425709; M^076;H3.15»274; outer dense fibred 

42571 0; AF03Q880; Hs.159275; solute carrier family, member ; pros; mAb 

425722; AJ659076; Hs.97031; hypothetical protein MGC13047; mela; diag 

425726; AFO85B0B; Hs.159330; uroplaMn 3; pros, bbd; dlag 

425769; 117251$ Hs .159486; Human RPt1 3-2 pseudogene mRNA,; tot diag 

2 5 42581 1 ; AL0391 04; Hs.1 59557; karyopherln alpha 2 (RAG cohor r test; dlag 

425849; AJOQ051 2; Hs.296323: sefiun/glucocoffojid regulated; lung, hesdnk; am 
425921; NM_007231; Hs.1622t1; solute carrier family 6 (neuro; stem, pane; mAb 
425976; C75094; Hs.334514; NG22 protein; pros, ovar; mAb 
- _ 426027; NMJM260B; Hs.1976; riatetaNerrved growth factor; sarc; diag 

3 O 426050; AF017307; Hs.166096; E74-Dke factor 3 {els domain ; over, Wad, stem; CTL-s.nL 

426059; BE292842; Hs.166120; Interferon regulatory factor 7; esoph, cerv; CTL*s.ro. 
4250B7;AW6W691; Hs.97053; ESTs; long; diag 

4260&8; Af 038007; Hs.165156; ATPase, Cass I, type 8B, memo; btad, rung; mAb 
426094; AF034611; Hs. 166206; cubhui (totrtnslc factor-coba; renal; (flag 
35 426116; AAB6&72S: Hs.144694; ESTs; fibro; dlag 

426125; XS7241; Hs.166994; FAT tumor suppressor (Drosaphi; colon, stem, pane, pros, renal, fibro, cerv; mAb 
426156; BE244537; Hs.1 67382; natriuretic peptide receptor A; over, mAb 

426158; NMJ»1B82; Hs.1 99067; v-erb-b2 avian erythroblasHc ; breast, ovar, uter, pros, blad, pane, colon, fibro, mda; dag 
. _ 426172; AA371307; rte.125056; ESTs; pros; dfeg 

4U 426174; AA547959; Hs.1 15838; Homo sapiens sfmSar to EcrJno; breast, pros, fibro; dag 

42621 2; €71 624; Hs.1 67988; neural cell adhesion molecule ; gib; mAb 

426271; AF026547; Hs.1 69047; chondroHIn sulfate proteoglyc; gib; dlag 

426274; D38122; HS.2D07; tumoriBcigsis factor fligaruf); fibro, mela; mAb 

4263G0; U 15979; Hs.1 6 9228; delta-tike homotog (DrosopMla; ovar, sarc; mAb 
43 425310; NMJDQQ9a9; Hs.169266; neuropeptide Y receptor Y1; breast; mAb 

426312; AF026939; Ha.1 B1 874; ttfirferon-fnducad protein wit esoph, mala; diag 

426320c W47595; Hs.1 69 300; transfanning growth factor, be; ovar, pros, Mad. pane; dag 

426350; NM.003245; Hs.2022; transglutaminase 3 {E polypept cerv; s.m. 
„ 426363; M58524; HiOQ25; transforming growth factor, be; pros; diag 
50 426370; RS8288; Hs.2B1 TOG; sortjrii 1; sarc; diag 

42641 6; AW612744; Hs.169824; (Offer cell lecfin-fite recept fibro; mAb 

426440; BE382756; Hs.1 69902; solute carrier famfly 2 (Tadl: lung, pane over, btad, headnV, esoph; mAb 

426462; U59111; Hs.1 69993; dermatan sulphate proteoglycan; sarc; diag 

426470; AA52B794; rte.128644; E8Ts; mda; (flag 
5 5 426471; M22440; Hs.170009; transforms g growth tector, at heedrik* renal, pane; diag 

426480; KMJKJ1621; H&.1 700B7; eryt hydrocarbon receptor; pane; mAtH&m. 

426501; AW0437B2; Hs^93616; ESTs; pros, breast, gUo, lung, mela: mAb 

428502; Y07759; Hs.170157; myosin VA {heavy potypapCdo 1; mete; diag 
_ _ 426534; U58096; Hs^051; teste specific protein, Y-In; test CTL*sjn. 
60 426535; AU077012; Hs.l7027&; ESTs, WesWy shnlar to ubfqui; angto; diag 

426555; NM_O0O372; Hs.2053; tyrosinase {oculocutaneous alb; mela, sarc; mAb 

426559; AB0G1914; Hs. 17041 4; paired basic amino acid cteavt hepC, breast, ovar, renal; dlag 

426S75; M74826; Ha.170B08; glutamata decartoxylase 2 (pan; pane; zjm. 
^_ 426627; AF0 12359; Hs.1 95665; ESTs; test diag 

65 426535; BE395109: Hs.129327; hypomotfcal protein MGC13057; ovar; CTL-^jn. 
426682; AV660J3B; HsJWSB: UDP gtycosy rtransferase 1 rami: Mad, lung; s.m. 
426691; NH.O062O1; H3.171B34; PCTAlRE protein Mnase 1; ovar; rjTUs.m. 
426696; AW363332; Hs.171844; Homo sapiens cDNA: FU22296fi; angio; mAb 
426721; AA383588; Hs.268545; ESTs, Weaty similar to 12^012; flbro; drag 
/ U 426726{ AA4fie915; Hs.171955; trophlnm associated protain t test; dlag 
426747;AA535210:Hs.171995;taJIIaoii3 < (prostate specif, pros; diag 
426752; X694S0, Hs.1 72004: tffln; sarc; diag 
426753; AI590401; HsJ21213; ESTs; mela; dlag 
426793; X89BB7: Hs.172350; HIR (his lone cal cycle reguta; pros; GTLtguin. 
ID 426828; NM_000020; Hs.172670; acfivm A receptflrtypa ll-|]k; angio; mAb 
426866; U02330; Hs.172816; neureguBn 1; esoph; CTL*a.m. 
426897; AW976570; Hs57387; ESTs; lung; diag 
426900; AW163564; Hs.142375; ESTs; blad, pros; mAb 
arx 426935; NMJDOOOfiS; Hs.17292fl; coBagen, tyipo 1, alpha 1; test, sarc; CTL*s.ra 
80 426966; AJ493134; Hs^te204; sclerosfjri; lung; diag 



426966; U0761B; Hs.1 73034; amph'rphysm (Sflff-Mann syndro; bbd; mAb+CTL 
426991; AK0M536; HaJ214410; Homo sapiens cDNAFU10674fis; ovar, sarc; dlag 
4270B0; AW068287; Hs.301175; ras-relsted C3 botHDnum toxin; mela; dlag 
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427099; AB032953; Hs. 173560: odd OztefHn homotog 2 {Drosop; neadnfc. esoph; (Jag 

427122; AWO 57735; Hs.323910; HER2 receptor tyrosine Mnasa ; breast mAb 

427244* AA4O240O; Hs. 178045; ESTs; esoph; dbg 

427260; AA66384S; ; gbaaB7Cb06.s1 Stratege wschL- lung; dlag 
3 427274; Nftfl_005211; Hs.174142; colony stalaBng factor 1 re; pros, sarc; mAb 

427298; AA40O495; ; ESTs; test; dlag 

427318; AF1 B5081: Hs.175783; rinc transporten pros: mAb 

427333; ARJE7797; Hs, 176658; aquaporln 8: pane, colon; mAb 

427344; NMJJQG869; H&2142; 6%droxytryplflm*ne (serotonin; ovan mAb 
1 U 427356; AWU23482; Hs.97849; EST* ovar, breast, pros, blad, lung; dlag 

427398; AW390Q20; Hs.20415; chromosome 21 open reading fra; pros; dlag 

427427; AF077345; Hs. 177936; lectin, supBrfamly member 1 fc breast; dag 

427441; AMI 2605; Hs.293266; SPAUX family, member C; lung, esoph; CTL-^jn. 

427461; AA531 527; Hs.332040; hypothetical protein MGC13010; pros; mAb 
1 3 427474; U13192; Hu.2159; aggrecan 1 (chondroHln sutfat; sarc; dteg 

427466; AA974433; Hs.352432; fibroWast growth factor 4 (he; test; dag 

427510; 247542; Hs.179312; small nuctear RNA anrvab'ng c; lung; CTb»s.m. 

427515; T79526: Hb.179516; Integral type I protein; pros; dlag 

427521; AW&73354: ESTs; test <fiag 
ZU 427528; AU077143; Hs .179565; nJnk*rornosome maintenance deft meta; CTUs.ro- 

427535; R29543; K&2164; pro^etelat baste protein (In; fibro; diag 

427546; AA40528O; Hs.36793; hypothetical protein FU23188; lung; diag 

427550: BE242818; Hs.31 1609; nuclear RNA heliCBse, DECO van meJa; CTL*sjn, 

427557; NM_0026S9; Hs. 179657; plasminogen activator, uroVna; pane, colon, stem, over, cerv, Had, lung, headnk, esoph; mAb 
ZD 42757QA159130S; 1^169054: ESTs, r^lty^^ 

427563; MB2962; Hs.179704; meprki A, alpha {PAHA peptide ; colon; mAb 
427584; BE410Z93; Hs. 17971 8; v-myb avian myeloblastosis vir; test; CH-*s.m. 

427565; D31 152; Hs.1 79729; collagen, type X aipna 1 (Sch; breast, lung, headnk, partem, colon, ovar, cerv, sarc; diag 
427516; BE410107; Hs.179617; CG1-B2 protein, PSDR1; pros; dlag 
3U 427634; A1399745; Hs.18449; hypotfieffcal protein MGC1C820; mela, sans dlag 
427647; W19744; Rs.lB0059; Homo sapiorts cDMA. FU20S53 fts; sarc; diag 

427666; AI791495; Hs.180142; cslmodirfln-lfce sUn proton t breast, cerv, blad, lung, headnk, esoph; diag 

4276G7;AKn01279;Hs.t80171; Homo sapiens cDNA RJ1M17 lis; test dteg 

427668; AA296760; rfe.180191; hypothetical protein FU14904; lung, test diag 
33 427681; AB018263; Hs.284232; tumor necrosis factor receptor; ovar; mAtHSjn. 

4276SB; AW972594; Hs.335499; ESTs; faro; CTL*sjti. 

427701; AA411101; Hs.243886; nuclear avtoarrugenlc sperm pn lung; mAb+CTL 

427716; BE245274; Ha.180428; K1AA1181 protein; pros; dlag 

427719; AI393122; Hs.134726; ESTs; tesl blad; dlag 
4U 427730; AW250549; Hs.180577; granule mete; dlag 

427786; BE407863; He.256871; ESTs; esoph. Nad; dlag 

427B09; M26380; Hs.1 80878; lipoprotein lipase; over; itiAp 

427811; MS1057; Hs»1 80884; carbcwypepDdase B1 (Gssue); breast; s*m. 

427897; NrvUtt7413; Hs,303064; apetin; peptte Jfgand for APJ; engio, renal, pros; diag 
43 427912; AUD2231Q; Hs.1 8 1097; tumor necrosis factor (Bgand); anglo; mAb 

427958; AA418000; Hs.376771; potassium MermedialafetrialJ c; pros, gf 0; mAb 

427961; AW293165; Hs.143134; ESTs; lung, saic; dlag 

428001; H97428; Hs£t99u7; ESTs, ModeiajBly similar toTi; meta; dlag 

42MD4; AA4496B3; Hs.151 393; glutamate-cystetita Igsse, cat Cung; s.m. 

428023; AUM8B43; Hs.374530; Homo sapiens cDMA: RJ23602 fi; lung; dlag 

428046; AW81 2795; Hs.337534; ESTs, Moderately similar b 13; lung, colon ; dfag 

428062; AA420683; Hs.98321; hypolhe&al protein FU141 03; anglo; dlag 

4280675 AA100573: Hs.182421; troponin C2,fesl; sarc; CTL^.m. 

428141; D50402; Hs.162611; solute comer fanHy 11 fjMotollocmAb 
33 426153; AW513143; Ks.93367; SRY (saxdeternikilng region Y); ovar; dag 

428169; ^928984; Hs.ia2793; golgl phosphorjrateln 2; pros; dag 

42B1B2; BE3B6042; Hs<293317; ESTs, WeaWy similar to 6GC1J1; Wad, headnK king, ovar, sarc; CTUsjil 

428183; AW969726; Ks. 93381; ESTs, WeaWy similar to senna; EWS; dlag 
^ 42b^AB02rj64%HM83006;KIAAju^pic^^ 
OU 42B221 ; 1136781; Hs.183075: ATPase, Ca tansporring, csnft sarc; s.m. 

4ZkS mmm^^79^^^^ miS **** bma3UUn0 ' tottOVOr ' hMd "^«xo, colon, atom, cerv, leuk, renal, tast mete, esoph, hepd dlag 

428293; BE250944; Hs.183556; solote canter fanify 1 (neutr; pros; mAb 

428305; AA44B628; Hs^799; cartilage linking protein 1; sarc; drag 
03 426320; AA426091; Hs.98453; ESTs, Moderately similar to R2; test; diag 

42833 ft AA5031 1 5; Ha.163752; micros enilnoprotan, beta-; pros; dlag 

428365; BE2S6452; Ks.2257; vitronectin (serum spreadmg t colon; dlag 

4283SB; AJ249368; Hs^8558; ESTs; pros, breast; dlag 

428405; Y00762; Ha.2266; cholinergic receptor, nfcoflnfc esoph, sarc; mAb 
f\J 42842^ AU076517; Hs.184276; eotirie carrter ferity 9 (sodlu; ovar CTLta.m. 

428434; AW363590; Hs.65551; Homo sapiens, Similar to DMA s; Hing, fibro; dlag 

428467; AK002121; Hs.184465; hypothetical protein RJ1 1299; fibro; mAb 

428471; XCT348; KS.1B4510; stratittn; lung, headnk, colon, pane; dlag 

428645; AA431400; Hs.98729; ESTs, Weakty similar to 201720: lung; s.m. 
/ 3 428651; AF19G476; Hs.188401; anneadn A1D; b!ad, stom, pane; dag 

428667; A1375550; H S ^46B68; nucleolar protein p40; hornolog; ffliro, utai; (Sag 

428722; U76456; Hs.190787; tissue hihibitor of meW lop ro;gllo; dlag 

42B728; NMJM6625; H 5.191381; hypotriefical protein; ovar, lung, BPH: CTL-vs.ru 

428771; AB028892; Hs.1 931 43; KFAAl069proteki; lung; CTL^sm 
OU 42B784; Y12851; rfe.1 93470; purtnetgic receptor P2X Igan; glo. mela; mAb 

428800; M57627: Hs.193717; interlBUhln 10; fibro; dlag 

428801; AW277121; Hs.254881; ESTs; pros; dlag 

428804; AK000713; Hs.193736; hypofJiehcal proteb FU20706; mda; dlag 
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42881 0: AF06B236; Hs.193788; nitric oxide synthase 2A (indu; tung; B,m. 

428819; AL135623; Hs.193914; KIAA0575 gene product pros; QHl^sn. 

426824; W23624; Hs.173058; ESTs; pane; tfiag 
_, 428832; AA57B229; Hs.324239; ESTs, Moderate^ sirnlar b ZK; pane. uter; cfiag 
5 42B841; A141843Q; HM04935; ESTs; renal; diag 

428643; NMJHJ023O; Ha/I94236; lepbn {murine obesity homdog; sarc; dteg 

428962; NM_Q0D346; Hs^316; SRY {sex deiennining region Y); pros, sarc; CTL+s.nt 

428927; M441837; Hs.90250; Homo sapiens hypothetical pcoh flbro; mAb+diag 

428928; SE409838; Hs,194657; wdherti 1. frpa 1, Boadherin; pros, breast stem, blad; mAb 
1U 42S949;AA442l53;Hs.104744;liypottiQiica]prt^eki DKFZp434J; sarc; diag 

42B957; NM_003B81; Hs.194679; WMT1 fruhicfcte signaling pathw; cerv; diag 

429959; AF100779; Hs.194680; WNT1 taducfoieslgnaling paBw; sarc; diag 

428977; AK001404; Hs. 194698; cydin B2; test CTL-w.m. 

428981; BE31 3077; Hs.93135c ESTs.WaaWy simlar to ALU2_H; sarc; diag 
1 5 429002; AW248439; Hs.2340; junction plakogfobln; Wad; CTL+s.m. 

429010; Y18198; Hs. 1947 25; onecul domain, family member ; pane; diag 

429Q38; AI023513; Hs.194766; seizure refsted gone 6 (mouse); lung; mAb 

42905B; AF1388S3; Hs.35254; hyrjomaMpnjteln FIB6421; esoph; diag 
_ _ 429065; A1753247; Hs.29343; Homo sapiens cCNA FU13103 fc; hing; diag 
20 429083; Y09397; Hs.Z27817; BCLZ-ralated pertain Al; mala; dag 

429113; D28235; Hs.195384; pfcstegtandin-endoperoxide syn; angto, bfad, stom; s.nv 

429120; AK001673; Rs.1 96530; hypothetical protein RJ10811; test dag 

429150: AF12Q103; Hs,197366: srnoothened (Drosophlta) hemob; ever; mAb 

429163; AA8a47€S; ; gb:am20a10ia1 Soarea_NRjr_GBC; pros; diag 
25 429170; NMJ101394; Hs.2359; dual specfflcltY phosphatase 4; breast, pancsbni. lung, mela; am 

429201; X0317B; H&.19B246; group-speeffic component (vita; pane; dfag 

429220; AW207206; Hsw356962; E8Ts; breast, pros, BPH; diag 

429228; AI553633; Hs356828; ESTs; hing, fibre, lieadnK esoph; diag 

429259; AA42Q4W, Hs.38Q0BS; Plakophiln; lung, headnk; dag 
30 429290; AF2Q3032; Hs.198760; reurofitemenl, heavy polypepfl; pros; CTL+sjr 

429299; A1B20463; Hs.347408; hypothetical protein MGC13102; pros, cerv; diag 

42932% AA456140; Hs.99235; Homo saptens pannaxin 3 (PANX3; 9 arc; mAb 

429345; R11141; Hs.199695; hypothetical prote&i; bbd; diag 

429359; W004B2; Hs.2399; matrix rnetaflloprotelnase 14 {m; headnk, breast, carv, ovar, blad, lung T esoph, meb, sarc; mAb 
35 429413; NMJU1405B; Rs.201877; DESG1 protein; lung, blad; diag 

429416c NMJKJ25S3; Hs.202097; procollagen C-endo peptidase en; sarc; diag 

429423; A1016712; Hs.380983; Tntegrin, beta 1 {Cbronectin ; anglo; mAb 

429432; A1678059; Hs.202676; synaptonemal complex protein 2; breast, cerv; diag 
. rt 429441; AJ 2241 72; Hs.204096; tipophllln B {uteroglobin fern; breast, pros, ovar; diag 
40 429466; MB5835; Hs. 12827; ESTs; gKo, uter, CTL+sjr 

429469; M64690& Hs.38079t; glycine dehydrogenase (decarboi test: sjn. 

42948a AF165827; Hs,2Q3963; hypothetical protein FU1 0339; Nad, lung, headnk, test; diag 

42950Q; X785G5; Hs_2891 14; hexafarschion {tenasrin C, cyto; hing, ojk>, headnk, mela, sarc; diag 

429504; X99133; Hs.204238; Ipocalfai 2 (oncogene 24p3) (N; ovar, lung, Wad; (flag 
4D 429505; AVTO20035; Ks^7867fl; a dfelmegrin and metaUoprotec colon, took; mAb 

429638; BE182592; Hs.1 39322; small proline-ricli protein 2A; lung, esoph; diag 

4295S3; BE619413; Hs^437; eukaryotfc translation Initial; tung; dag 

4295B6;T73510: rfe209153; ang1opolBtliv-fi«3; hepC; CTL+s.m. 

429597; NM_003B1 6; Hs^442; a dfelntegrin and me fej top rote; pane, colon, stom, lung; mAb 
50 42S6Q9;AR)02246; Hs.21 Q8S3; cdl adheston molecule v/Hh ho; ovar, mela; diag 

429512; AF062649; Ks.252587; pftuhary tixnor-transformlng 1; Sung, btad. headnk; diag 

429655; 048959; HsJ?11582: myosin, light polypeptide kiiusproa; sjti. 

429663; U68874; Hs.211587; phoapholipase A2, group IVA {c, anglo, hmg; tin 

429654; L20433; Hs.21 1583; POU domain, class 4, transcrip; sarc; CTL+e.m. 
DO 429736; AF1 25304; Hs.21 2 630: tumor necrosis factor receptor; lung; mAb 

429747; M87S07; Hs^49ft caspasa 1, apoptoste-reJated c; colon, stom, fib no; s.uu 

429764; BE245076; Hs.21 6958; K3AA01S4 protein; pros; mAb 

429769; NMJXM917; Hs.21 8366; kaHikrem 4 (prostase, enamel; pros; sm 

429784; M 89796; Hs.30; rnembrane-spannlno 4-domaIns, s; flbro; mAb 
60 429823; AA459443; rfe.181400; ESTs; sarc; diag 

429859; NM_007050; Hs.225952; protein tyrosine phosphatase, ; breast; mAb+s.m. 

42991 % AW873986; Hs. 11 9383; ESTs; pros, glto; diag 

429921; AAB2691 1; Hs.82772; collagen, type XI alpha 1; heaiik, pane, sam; CTL 

429983; W92820; Hs.260855; ESTs; btad; diag 
OJ 429986; AF092047; Hs. 227277; sine ocuhs homeobox {Drosophf; lung; CTL+sjn. 

43C01 4; H59354; Hs.374303; acHnln, alpha 4; rensl; diag 

430016; NM-004736; HsJZ27656; xenobopb and potyiropie retr, ovar; mAb 

430044; AA464510; Hs.15281 2; ESTs; breast, lung, pane, headnk, ovar, stom, esoph; diag 

430056; X97648; Ks^28059; KRAB-assoclated protein 1; test; CTL*sjtu 
70 430129; BE301708; Hs.233955; hypotheOcaJ protein FU20401 ; anglo; diag 

430130: AU37311; Hs.234074; Homo sapiens mRNA; cONA DKFZp7; pros; mAb 

430144; A1732722; Hs.98927; ERGL protefti; ERGIOSSIike pn pros; diag 

4301S2; AB00132S; Hs.234642; aquapodn 3; Wad. too; mAb 
_ _ 43016* AW533Q58; Hs JS4726; serine (or cysteine) protdnas; pros; diag 
/D 430157; BE34B706; Hs.278543; ESTs; blad; oTag 

430168; AW9Q8343; Hs.145582; DKFZP434I1735 protein; Wad; dtag 

430223; NMJJ02514; Hs. 235935; nephroblastoma overexpressed g; mala; clag 

43D226; BE245562; Ks.2551; adrenergic, beta-2-, receptor,; pros; mAb 
or . 43D22B: AW950939; Hs.6382; ESTs, Highly similar to T00391; gllo; diag 
OO 430252; A163B774; Hs.1 06328; testes deveJcp mem-related NYD; test; CTLtsja 

430253; AKO01S14; Hs.236B44; hypotheOcal pratab FU10652; test; CTL-*sjn. 

430255; AK0007O3; Hs.323822; Homo sapiens mRNA for W AA1551; iasl CTL-^m 

430269; BE5501B2; Hs.375142; RalGEF-Oke proteVi 3, mouse h; war; CTLts.m. 
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430280; AA361258; Hs.237868; InterieuWn 7 receptor; mete, Jung, pane, stom, esoph, headnk. fibra; mAb+s.m. 
430287; AW182459; Rs.125769; ESTs, Weekly stellar to UEU5_H; tost rSag 
430294; AI53B226: Hs.32976; guanine nucleotide binding pro; pros; dag 
430337; M35707; Hs.23-9600; cstmodulln-likB 3; lung; (flag 

430354; AA954B1 0; HS239784; human homolog of Drosopblla Sc; war, diag 1 

430378; Z29572; Hs.2558; tumor necrosis factor receptor; lung,ft>ro, breast headnk, bfed. breast colon, stem; diag 

430393; BE165030; Hs.241305: estrogerwesponsive B box prot tongedtag 

430396; D49742; Hs.241363; hyaJuronan-binding protein 2; pane; dlag 

430407; H23551; HsJ0974; ESTs; pane; dlag 

430439: AL1 33561; Hs.380155; DKFZP434B061 protein; lung, test; diag 

430451; AA83S472; Hs.297939; caihepsm B; ovar, lung, headnfc, pane, stem; dlag 

430454; AW46901 1; Hs_105635; ESTs; lung; diag 

430476; AA447455; Hs.2563; tachykinin, precursor 1 {subst sarc; dag 

430487: D87742; Hs>241552; KIAAQ268 protein; pros; effag 

430491; AL109791; H&241S59: Homo sapiens mRNA full length ; ovar; dlag 

430496; X02910; Hs.241570; tumor necrosis factor fJNF sup; Jeuk; dag 

430608; Al 01 6435; Hs. 104637; ESTs; lung; mAtHS.rn. 

430521; NM.01G383; Hs,242183; HQM-TES-85 tumor antigen; tost CTLfSJii. 

430540; AW24S422; rfe.106357; Homo sapiens cDNA: FU221Q5fi; mela; mAb 

430583; M481269; Hs.348628; ATP-bindtng cassette, sub-faml; lung; dlag 

430594; AK0Q0790; Hs»246885; hypothetical protein FU20783; rpehr. diag 

430634; AIB60651; Hs.26685; calcypticsins; ovar; diag 

430637; BE160081; Hs.256290; SlOOcatoiurrvWndlng protein A; me^dag 

430647; AC0O36B2; Hs.1 27988; ESTs, Weakly sfmitar to Z21 1_H; test diag 

430676; AF084B66; Hs.372585; gb:Homo sapiens envelope prate; test; dlag 

430677; Z26317; Hs.359784; desmogteln 2: lung, colon; mAb 

430578; AW58174; H3.192B55: ESTs; lung; drag 

430668; NNL001942; Hs.2633; desmogletn 1; lung, headnk, mela; mAb 

430691; C14187; Ks. 157208; arfetaJess-related homeobox pr; EWS, ovar, pane; diag 

430704; AW813091; Hs.335739; ESTs; stom: diag 

430770; M765694; Hs.123296; ESTs; mela; dlag 

430832; AJ073913; rte.100686; ESTs, Weakly slmBar to JE0350; breast, colon, gvsr, uler, lung. stom. fibro: dlag 

430838: N46664; Hs.1 69395; hypothetfcal protein FLU 2015; mela; CTL*sm 

4305SO; X54232; Hs J699; gly pfc an 1; gEo, lung, cerv, Mad, esoph; mAb 

430985; AA490232; H&J27323; ESTs, Weakly similar to 178865; tung: mAb 

43100% BE149762; Hs-48956; gap junction protein, beta 6 (; lung, Wad. headnk, esoph; mAb 

431053; S40368; Hs.249141; Glutamete receptor suburifc g*o; mAb 

431070; AW408164; Hs.249184; transcription factor 19 (SC1); blad; diag 

431089; BE041395; Hs.374629; ESTs, Weafcty slmHarto unknot bted.limg, pros, anglo, flbro; dlag 

431099; Y1 3367; 1&249235; prospholnosrtjde^dnase, da; pros; CTL+sjn. 

431103; M57399; Hs.44; ptetotropMn fhepanit binding ; sac, mela; dlag 

431124; AF284221; Hs.S9506; douHesex and mab-3 related tr; lung; CTL+sm 

431151; BE207O83; Hs.366053; gbcba10d10.y1 N(H_MGC_7 Homo s; pros; mAb 

431164; AA493650; Hs.94367; thyrddtran^pfion factor 1;!ibra; CTL*sjm. 

431183; NMJD06855; Hs^50G9S; KDEL (Lys-Asp-GJu-Leu) enrJopfe; mela, pros, pane, colon, atom; mAb 

431211; M86849; Hs.323733; gap JuncSon protein, beta 2, ; colon, blad, tung. pane headnk. esoph; mAb 

43121 7; fJkU>13427: Hs,250830: Rho GTPese activating protein ; pros; CTUs.m. 

431221; AA449015; HaJ286145; SR87 (suppressor of RNA potyme; King; CTL-«s jn. 

431222; X56777; Hs 273790; zona pelKickJa glycoprotein 3A; proa; dlag 

43125% BE264649; Hs.251377; taxol raslslance associated go; esoph; diag 

431322; AW970G22; Hg376626t gb;EST382704 MAGE resequences,; blad, ovar, uter; dlag 

431347; AJ133461; Hs^51684; InsiflrvJke growth factor 2 1 Mad; mAtwfrag 

431354; BE046856; Hs.251673; DMA (cyiDsJna^J-mathyHransf; CTL-^sjti. 

431360: NMJI0D427; Hs,25l66ft Boricrin; mela, sarc; dlag 

431362; A1874223; Ks.293560; ESTs; angfo; dlag 

431369; BE184455; Hs.251754; 3ocretory teukocyta protease 1; ovar, blad; dlag 

431384; BE158000; Hs.334372; gb;MR2-HT0377-150m202^03 H; *ung: dlag 

431385; BE178536; Hs.1 1090; membrane-spanning i^oniains, s; pane; diag 

431441; UB1961; Hi^794; sodium channel, nonvottage-gat; ovar, pros, blad; mAb 

431448; AL137517; Hs.306201; hypothetfcal protein DKFZp5640; blad; mAb 

431457; MMJM2211; Hs,256297; integrln. alpba 11; headnk; mAb 

431474; AL133990; Hs.190642; CEGP1 protein; breast, pros, Had; dlag 

431494; AA991355; Hs, 2983 12; hypothetical protein DKFZp434A; lung; dfag 

43151 2; BE270734; Hs.2795; lactate dehydrogenase A; pane; s.nt 

431548; AJ 834273; Hs.9711; novel protein; lung, anglo, pros; dlag 

431553; X78075; K&2799; cartilage Unking protein 1; sate; dlag 

431570; AW971Q82; Hs.222866; ESTs, Weakty stmltar toTRHYjH; pros; dlag 

43161$; AA508552; Hs.222874; ESTs, WeaWy simitar to 138022; proa, pane, colon ; mAb 

431674; AA09B801; He.301642; G-protein coupled receptor; ovai; mAtns.m, 

431723; AW058350; Ks^789G6; Homo sapiens rnRNA; cDKA DKFZp5; flbro; dfag 

431728; NM.007351; Ks.268107; muffimeriir, anglo; dlag 

431808; M30703; Hs. 2708 33; amphlregulh (sdivrannomchdenv; breast, headnk, pane, colon; dlag 
431B36; AF17B532; Hs.271411; bata-stta APP-deaving enzyme ; mete; mAb 
431870; AW449902; Hs. 10550ft ESTs; renal; dlag 

431890; X17033: Hs271 98% integrln, alpha 2 (CD49B, alph; blad, headnk, lung, pane, cerv, stom; mAb 

431936; AA938471; Hs.54431 ; specific granule pmte*Bi (28 k; pane; dlag 

431939; AW0080B1; Hs^31994; ESTs; renal, colon; dlag 

431941; AK000106; \\sZ722Z7; Homo sapiens cONA FU 20099 fe; cerv, gEo; diag 

4319B9; AW972870; tfe.291069; ESTs; ovar; diag 

431992; HMJJ02742; Hs.2891; protein kinase C, mu; pros, gfo; sjr 

432004; BE01B302; Hs.2894; placental growth factor, vaseir; rend; diag 

432015; AL157S04; Hs.1591 15; Homo sapiens mRNA; cDNA DKFZpS; Mad; diag 

432023; AW273128; Hs^00268; EST: king; dlag 
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432097; X51730; Hs.2905; progesterone receptor; Mad; mAb+s.rn. 
432117; AUQ3619S Hs^Mfl; prolamine 1; test; CTUsm 
43212ft AA127221; Hs.66; ESTs; angio; d>eg 

432141; BE410964; Hk272736; nuclear receptor binding prole: tost; mAb+s.m. 
432189; AA52mi; ;gb:nra0c04.s1 NCLGGAP Pr3 Horn: pros; diag 
432199; AIB93815: Hs.127179; erypfc gone; pane; dteg 

432210; A15G7421; Hs.273330; Homo sapiens, clone 1MAGB3544; ovar, lung, Nad; dag 
432222; AI2Q4995; ; gfcan03c0ta1 Slratagene schfe; anglo, Wad, flora: dag 
432231 ; AA339977; Hs,274127; CLST 11240 protein; fibre; diag 

43223% X81334; Ha.2936; matrix; metaltoproleinase 13 (c; Wad, lung, headnk, esoph, sarc; zjcl 

432240; A1694767; Hs.129179; Homo sapiens cONA FU13581 Gs; pros; dag 

432305; MS24D2; Hs.2743 13f 1nsulfi>Jto growih factor bin; cerv; dag 

432374; W68B15; Hs.301885; Homo sapiens cDNAFUll346fis;CBiv, lung, fibre, pros; diag 

432407; AA221038; ; gb:zrQ3f12.r1 SlratagenB MT2 n; lung, test,coforc diag 

432415; T16971;; ESTs, Weakly similar to A43932;orar, pros; diag 

432432; AA541323; Hs.115831: ESTs; uter, pros; diag 

432435; BE21B886; Ha.282070; ESTs; pros, liter, colon, stom, fibre; diag 

432441; AW292425; Hs.163484; intron of hepatoeyte nuclear ft Had, fibre, pros; diag 

432473; A12027O3; Hs.152414; ESTs; pros; diag 

432481; AW451646; Hs.151504; Inlron of collagen, type XI. a; esrc; diag 

432512; NMJJ03284; Hs.3017; traraffion protein 1 (during h; test CTL+sjti, 

432519; AJ22131 1; Hs.130704; ESTs, Weakly similar to BCHMA; flbro, ovar, uter; CTL«*.m. 

432527; AW975Q28; Hs.102754; ESTs; pros, uter, ovar. cerv ; diag 

432542: AW0B392D; Hs_1HJ9B; deudn 2; colon, pane; diag 

432583; AW023624; Hs.162282; potassium channel TASK^; pcta; lung; mAb 

432615; AA557191; Hs.65023; ESTs, WeaMy similar to 154374; pros; diag 

432821; A1298501; Hs.21192; ESTs, Weakly similar to T48428; pros; mAb 

432629; AW860548; Hb,28Q668; ESTs; ovan diag 

432853; N62096; Hs.293185; ESTs. WeaWy similar to JC732ft pros, hing ; mAbts.ro. 

43286ft AW2040G9; Hs.351 118; ESTs, Weakly similar to unname; test; diag 

432706; NM.013230; Hs.2B6124; CD24 antigen {smsB eel lung ; colon, ovar, pros; mAb+CTl 

432730: A1086520: Hs.131358; EST* test diag 

432731; R31 178; Hs^87820; fibroneefct 1; pane, fibre; diag 

432788; AA521091; Hs. 178499; Homo sapiens cDNA: FU23117 fl; lung, ovar; CTL^re. 

432800; BE391046; Hs.278962; A1M-1 protein; mala, pros: mAb 

432842; AWB74093; Hs^34B22; hypotheffcal pro ten MGC4485; Wad, lung, hendnfc; CTLfS.m. 

432B50; X87723; Hs,31 10; angiotensin receptor 2 {AT2J; tcb; mAb 

432655; AF017988; Hs.279565; secreted frizzted-refeted prot; pane; diag 

432867; AW016936; Hs.233364; ESTs; stem, colon; diag 

432878; BE386490; Hs.279683; Pati; mela; CTL+sm 

432887; AI925047; Hs/1 62859; AKO55S05: Homo sapiens cDNA FU pros; diag 

432938; T27Q13; Hs.3132; steroidogenic acute regulatory; over; cfiag 

432966^ AA850114; Hs,32519B; ESTs; pros; diag 

433012; NMJJ04O45; Hs.279910;ATX1 (antioxidant protein 1,y; mela; diag 

433013; A1697890; Hs.127337; axtn 2 {conducfln, axil); colon; CTL+sm 

433043; W57554; Hs.125019; lymphoid nuclear protein (LAF-; proa, beast; dag 

433088; NMJD06456; Hs28B215; slalyfeansferase; breast ovar, mela; sjn. 

43307& AW01 5188; Hs.121575; Homo sapiens cDNA FU12231 fe; Mad; diag 

433091; Y12B42; Ha.3185; lymphocyte antigen 6 complex, ; btad, lung, haedr*, cerv; mAb 

433147; AF091 434; Ks.43080; platelet derived growth factor; ovar, pane, fibre; diag 

433158; A6035B9B; Hs.150687; Unesxtfte protein 2; ovar, uter, colon, btad; dag 

433170; AS 03781 6; Hs,8952: KIAA1395; angle: diag 

433183; AF231338; Hs.222024; transcripfa'on factor BMAL2; lung; diag 

433228; F28212; H 5,14953; KIAA1491 protsVi; test; CTUsjn. 

433258; AIB0GG26; Hs^07300; ESTs, Weakly similar toALUB J\\ lung; dmg 

433235; AW975944; Ks.237396; ESTs; breast, pros ; dteg 

433299; AF007835; Hs.32417; hypolheBcal protein MGC2742; fibre, pros, stem, pane; CTUsjn. 

433323; AA8051 32; Hs. 159142; ESTs; pros; dtag 

433334; Al 927208; Hs.231958; matrix rnetalloprotebase 23; pane; s.ra 

43333S; AF0179B65 Hs^13B6; secreted ttuzled-rBlsted prc<; ovar, fibre, baadnV, lung, pane, blad; diag 

433364; AT075407; Hs^96083; ESTs, Moderately similar to 15; mela; diag 

433365; AF026944; Hs.293797; ESTs; Wad; diag 

43337% A1249361; Ha ,741 22; caspsss 4, apoptosis-refated 

4333B8; A1432672; Hs.288539; hypoflietteat protein FU 221 91; ovar, CTL+s,m. 

433404; T323B2; Hs352H70; Homo salens cD NAFU3 2064 fls; pros; diag 

433437; 020536; Hs J2B0t caspase 6, apopbsls-relaled c; fibre, breaat. cerv, tbng. Wad, pane, gllow colon; 

433444; AW975324; Hs.129810; ESTs; pros; dfag 

433466; AA508353; Hs.105314; relaxln 1 (HI); pros; (tag 

433485; Al 43 3076; Hs.388038; ebb-koto reductase family 1, ; lung; s.m. 

4334S5; AW373784; Hs.71; dpha^yooprofein 1, ztoz breast pros; dfag 

433576; BEOeOTIS Hs.1B1091: ESTs mela; dfag 

433662; W07162; Hs.150828; RAB25 RAB25, member RAS oncoge; colom dag 

433S71;AW138797; Hs.132906; 1SA24 protein; fftro; mAb 

433701; AW445023; Hs.15155; ESTs: test diag 

433724; AJ8Z7749; Hs.144924; serineflhreonlne protein klnas; test CTL+sm 

433764; AW753676; Hs^99B2:zinc finger protein RINZF (MM_: pros, ovar, diag 

433800; AI034361; Ms.135150; lung type-l ceO membrane-asso; glio, lung, test mAb 

433914; AF108138; Hs.112160; Homo sapiens DMA helfcase homo; test; s.m. 

434011; AW953437; H3.5486; clone FLB5214; pros; diag 

434105c AW952124; Hs.13094; prasenlUns associated rhombot lung; diag 

434217; AW014795; HsJ23349; ESTs; anglo; diag 

434282: AF121B58; Hs.12169; sorflng newn B; mela: Ca-^m 

434274; AA628539; Hs.57783; ESTs. Moderately siirflar to AU test diag 
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434334; AA912476; Hs.116750; Homo ssptecis cDMA FU1322I fs; test; diag 
434340; AH 93043; H3,353146; ESTs, Weakty srnflar to T1 7226; lung; dlag 
434360; AW015415; Ha.127780; ESTs; lung: dlag 

434370; AF13QS88; HS.5B346; ectodysplssin 1, anHdroGc re; cotm, storo; diag 
J 434377; AW137148; Hs.306593; intron of periosfoi (0SF-2os): headnfc; diag 

434398; AA121098; H&383B; serum-lnducible kinase (SNK); angto. breast; CTL+«.m. 

43441 1; AA632B49; HsJ01372; ESTs; atom, leuk; (flag 

43441 4; AI7S8376; ; flb:tr34b07,x1 NCLCGAP_Ov23 Ho; lung, test, colon: dlag 

434423; Nl^.000769; hte.3844; UM domain only 4; pane; diag 
1 V 434449; AW953484; Hs.3849; hypothetical protein FU22041 ; Bare; dlag 

434487; AF1 43867; RsJ3758B; ESTs. Moderately sfmllarto SB: Bad: mAb4s.m. 

434696; TB953B; ; gfcvb6Sg1Zs1 Strategene ovary; anglo; sjn. 

434608; AAafl5443; Hs.179909; hypothetical protein FU22S9S; test; CTL+s.m. 

434609; R76593; ; gbjieOclLrl So ares placenta ; pros; diag 
1 J 43463G; AA083754; Ha.348208; hypothetical protein MGC3178; anglo; dbg 

434649; AA73B254; Hs.165390; ESTs, Htghry similar to A40350; test; diag 

434665; AA642125; Hs.74502; gkiir60cOU1 NCLC6APJ.yjn3Hoj pane; diag 

4346B6; AF151104 Hs.1 12259; T cell receptor gamma locus; pros; mAiHS.m. 

434699; AA643687; Hs. 149425; Homo sapiens cDNA FLH19B0fe; pane; dbg 
jL\) 434826; AF155661; Hs»22265; pyruvate dehydrogenase phospha; mefa; a.m. 

434846: AW2953B9; Hs>1 19768; ESTe; anglo; dlag 

434S76; AF160477; tfs.61460; Ig superfaniily receptor LNIR; lung T blad; mAb 

434927; H46612; rte^938l5; Homo sapiens HSPC285 mRNA, pan angio; dbg 
0 _ 434973; AW4492B5; Hs.313636; EST; pros; dlag 
25 435045; BE297155; Hs.143698; ESTs; test diag 

435047; AA4549S5; Hs.54973; cadhertn-llke protein VR20; pros; mAb 

435066; BE261750: Hs.4747; dyskeratosis congenita 1, dysk; colon; CTL*s.m. 

435080; AI83176Q; Hs.155111; hypothetic^ protein FLI1442S; renal; mAb 

435094; AI560129; Hs«2&9006; EST; ovar, oerv; diag 
3V 435099: AC004770; Hs4756{ flap structures peeffle endonu; Wad, test mela; CTL*sm 

435140; AA668123; Hs.134170; ESTs; fibro; ifeg 

435169; AA66BB79; Hs.1 1A649; ESTs; lung; diag 

435206: AI432364; Hs.1 60 594; ESTs; test; dlag 

435243; AW292886; KsJHB932; hypothefcal protein dJ4340U; carv, headnfc diag 
35 435292; N20514; Hs. 172965; ESTs; mela; dlag 

435299; AI74545B; H&343026; ESTs, Weakly similar to T20593; flbrof dlag 

435479: AF1971 37; Hs_15510t; ATP synthase, H transporting, ; pros; sjiu 

435496; AWB40171; Hs.265398; PARS be!a; breast pane, over 6 ag 
A 435563; AJ21D317; H&954S7; solute carrier famly 2 rjadl; Mad; mAtws.m. 

4U 435575; AF21 3457; Hs^4234; trigoermg receptor expressed ;1ibro;mAb+s.m. 

438602: AF217515; Hsl283532; un characterized bone marrow pn test; (Bag 

43561 5; Y1 5065; Hs,4975; pc/asstum voaage-gated chanrro; glknmAb 

435652; N 32388; Hs.334370; uncharacterized hypothalamus p; pane; dag 

435793; AB037734; rfcU993; KIAAt313 protein; ovar, lung, \ter, dbg 
45 435849; BE305242S Hs.16098; cfeudln 2; colon, pane; dlag 

435876; AW6t25B6; Hs. 160271; G protehwoupted receptor 48; pros; mAb 

435897; AF269223; Hs.T28322; t-ccrnplex 11 (arrMfoetephom;tBsl;dlag 

435904; AF261655; rte.8910: l^rJ&a^amosWaselC; Wad;sjn. 

435918; Af 263538; H&89232; growth dfferefitffifon factor; test; diag 
3 U 435974; U2969(* Ks.37744; Homo sapiens beta-1 fidrenarffc; pros, EWS; mAbtam 

436032; M1 50797; Hs.10&Z76; latexln proWn; pane, anglo; diag 

436063; AKQ00028: Ks^5610Ct rtbosomal protein 524; pros; dlag 

436120; AI248193; H*119B80; ESTs; fcro; dlag 

436199; R3B946f Hs.1 27951; hypothetical protosi FU14503; ranaff; dlag 
55 436246; AW450963; H&.1199S1; ESTs; blad; dlag 

436251; BE5150B5; KsJ2965B5; nucleola- protein (KKE/D repaa; colon, test, blad; CTtnwit 

436278; BE39629Q; Hs>5097; synaptogyrin 2; pros; mAb 

43S291; BE568452; Ks^44037; praleln regular of cytoWnes; ling, blad, hnadnk; dlag 

436293; AI60116BJ H&3D6201; ESTs; blad; dlag 
OU 436302; AL355841; Hb.99330; hypothetical proton FU2358B; lung; diag 

43631 5; BE380513C H127935; hypoBietlcar protein MGC4837; mela; dlag 

438386; A1683487; Hs.152213; wlngless^pa MMTV Integration; lung, headnk, pros, pane; dlag 

436420; AA443aGftHs fc 3199S; ESTs; anglo; mAb 

436476; AA32610B5 Hs53829; bHLH protam DECfc pane; diag 
55 43651 1; AA721252; Hs.291502; ESTs; lung; diag 

4365S3& AW407157; Hs.181 1 25; Immunogtobufln lambda locus; lung; diag 

43656$ BE43SS39; Ks^019B1; glutamtone StoisfiBiase U2 (: bbd; sjn. 

43S614; AW104388; Hs.1 49091; ESTs; mela; ca+s.m. 
_ 436700; A4693690; Hs.301406; hypothetical protein PP3501; msla; mAb 

/ U 436729; BE621807; Hs.351 316; transmembrane 4 superfernfly ma; pane colon, stem, ovar, Jung, bted: mAb 
436772; AW975683; Hs.346918; metal Whfaneln tE (functional; anglo: diag 
436775; AA731111; Hs*372225; ESTs: uter.ovai; dlag 
436839; AA767346; Ha.372277; ESTs; lung; diag 
436856; A1469355; Hs.127310; ESTs; mela; diag 
436954; AA740151; Hs.130425; ESTs; fibro, (iter, ovar; dlag 
436972; AA284679; Hs. 25640; c laud in 3; ovar. lung, pros; mAb 
43705^ AAB61697; Hs.120591; ESTs; pros; diag 
437099; N7779$ Hb,48659; ESTs. Highly slmlbr to S14458; teat dlag 
437100; A1761 073; Hs. 14535; HomoeapJere cDNA: FU223148; pane, renat diag 
OU 437119;A1379921; H8.l77043;XP_1713B7smTilar to rhoteWn; fibre; diag 

437145; AF007216; Hs^462; solute carriBrfemHy 4, sodlu; pane, pros, stem; mAb 
437156; AI916600; Hs.121 194; Homo sapiens cDNA: RJ21569 fi; stom. renal, colon- dlao 
437t81;AI306615;H S J25343;ESTs ( V^yslm1brtoK^^bbd;inA^ ' 

116 



75 



WO 03/042661 



PCT/US02/36810 



437204; AL1 10216; Hs.355961; ESTs, WeeWy slm&ar to 155214; lung; CTUs.nu 

437212;A1765021; Rs.21Q775; ESTsjcenal utar, ovar; dag 

437224; AL1 17628; Hs.97808; ESTs; tea!; diag 
c 437259; AI377755; Hs. 120695; ESTs: lung; cfeg 
D 437267; AW511443; Hs.258110; ESTs; BPK; diag 

437269; AA3343B4; Hs.149420; ESTs; anoio; diag 

43733ft AL353944; Hsl50115; Homo sapiens mRNA; cDNA DKFZ*>7; sarc; diag 

4373B1; NM^003584; Hs.5591; MAP lunase^nteractfng serine/; alios CTL-sm 

437390; AI125859; Hs.112607; ESTs; king; dtag 
1 U 437412; BE06928B; Hs.34744; Homo sapfens mRNA; cDNA DKFZpS; lung; dag 

437435; AA249439; Hs.27027; hypolhefcal protein DKFZp762H; Jung; diag 

437437; AA226869; Hs.351623; rrypolhefical protein DKFZp762L; lest CTL*s.m 

43747B; AL390172; Ha,317432; branched chain aninofansferas; angto; s.m. 
, - 437553; AJ829935; Hs.130497; ESTs, WeaWy similar to MAT8_H; btad; mAb 
15 43757l;AA760Q94;Hs.125350;ESTa;jTO5:dlag 

437623; DS38BO; Hs.5719; chromosome condensation-relate; test diag 

437740; AA81Q2G5; Hs.122915; ESTs; mela; diag 

4378D2; AJ475995; Hs.122910; ESTs; pane; diag 

437862; AW07B1O7; Hs^a84; Homo sapiens mRNA; cDNA DKFZpS; mela; CTL+s.m. 
20 437908; AIQB2424; Hs.351043; ESTs; test; mag 

43791 5; AIS37993; Hs.202312; Homo sapiens clone N1 1 NTera2D; lung, headnk, ovar, blad, uter if aa 
437931; AIZ49468; Hs.124434; ESTs; blad; diag 

437935; AW939591; Hs^840; mucin 13, epithelial fransrnernb; colon, stem, uter, pane; mAbt&ra 

437838; AI950Q87; Hs^S9628: gb,«wq05c02Jd NCLOGAPJ<id12 H; renal, ovar, uter, cerv, blad" effeg 
25 437939; AW29860G; Hs.64313; ESTs, Wfeaklyshrflar to S59501: angto; mAtHs.m. 

437950; At8fi95BG; Hs.369312; ESTs; uter, ovar; dag 

438167; R28363; Hs.24286; cnemoldna binding protein 2 (C; ovar, breast uter; mAb 

438199; AW016531; Hs.122147; typolheb'cal protein FU131B9; breast diag 

435209; AL120659; Hs.6111; aryUiydrocarbon receptor mid; mala; mAb^.m. 
30 438233; W52448;HsJ56147; ESTs; pros, cerv; diag 

438274; AJ918S0ft Hs.55080; ESTs; headnk; diag 

438403; AA8066Q7; rfe.292206; ESTs; lung; mAb 

43B43B; AA257992; HS.506S1; Janus kinase 1 (a protein tyro;EWS; sm 

438450; AI050866; Hs,65853; nodal, moiiaa, hotnobg; test diag 
3D 438458; AA9133B1; H8.2797B3; ESTs; test diag 

438552; AJ245828; Hs.6314; type I transmembrane receptor ; pros, ovar; dag 

438570; A1275B03; Hs.12342B; ESTs; fibro; CTi^s.m, 

438702; AIB79064; Hs 7164; ESTs; lung; dag 
A 438707; L08239; Hs.5326; amino acid system N transports; ovar; rnAb 
4U 438746; AJ8B5815; Hs.184727; Human mefanoma^ssodated ami; pane. Wad, mela ovar; mAb+CTL 

438B17; AI02379S; Hs.163242; ESTs; ovar, uter, blad, renal; dag 

438853; AI559626; Hs.93522; Homo sapiens mRNA far K1AA1547; renal; dag 

438868; U44385; Hs.6441; tissue inhibitor of metaUopro; mela; flag 
. 438873; AJ302471; Hs.124292; Hbmo sapfens cDMA: FU23123 fl; fibro; diag 

43 438898; Atai9flS3; Rs.106243; ESTs; lung; diag 

438915; AA2S0174; Hs^55711;Wllfams-Beurensyndmrriectirom; lung, test, mela;<flaa 

438929; AW195515; Hs.253177; ESTs; renal; dfeg 

438956; W08847; Hs.1 35056; Human DNA sequence from clone ; lung; diag 

438966; AW979074; ; gb;EST391184 MAGE resequences,; ma* diag 
JU 4389B3; AP085884; Hs.20029; proacrosm bmding protein sp3; test CTL-nun. 

438993; AA82B995; ; flbxd77b0as1 NO_rjGAP_Ov2 Horn; ovar; mAb+sjrL 

439053; BE2445B8; Hs.6456; cfiaperonln contaJnhg TCP1, sue test diag 

439092; AA830149; ; gExcoMRH^I NdJCGAP^GCBI Ho; pros; diag 

43917ft AI44B444; Hs.190394; ESTs, WeaWy sWlar to B28096; pros; diag 
3 D 439160; AJ393742; Hs. 199067; v-enVb2 avian eryUiroWastlc ; breast ovar, uter, pros, bind, pane, colon, libra, mela; mAb 

439221; AA73710B; Hs.32250; ESTs, Moderately similar to 17; EWS;s,nv 

439237; AW406158; Hs^18893; ESTs, Weakly similar to A47582; mela, flora; diag 

439238; AJ031540; Hs^3533l; ESTs; blad; diag 

4392A5; AU133916; Hs-47880; hypothetical protein FU30093; ting, breast diag 
60 439310; AR1B6120; Hs.10Z793; ESTs; mela; diag 

439318: AWB37048; Ks.6527; G proteh-coupled receptor 58; colon, breast ovar, uter, cerv, pros, lung, headnk, Wad, mela; mAlHS.ro, 

439335; AA742697; Hs^2492; NMJ)52863:Ho I ito saptens secreto; flbro, uter; diag 

439386; AF100143; Hs.6540; fibrobtesl growth factor 13; pros; CR-^jn. 

439382; BE247684; Hs.103070; ESTs; angtof diag 
03 439394; AA149250; Hs^SIOS; ESTs; king; diag 

439410; AA632012; Hs.188746; ESTs; Bnrjlo; diag 

4394S3; BE264974; rfe.6585; thyroid hormone receptor Inter, king, esoph, ovar. mAb*s.nt 

439498; BE616501: Hs^2343; Homo sapiens SimlartoRlKEN;mela,asoph; diag 

438659; AW970780; Hs.59483; leuclne-ricJi tepeatcontsffnlng; ovar, stom, mefa, colon; mAb 
/U 439668; AI091277; Hs.302634; frfzzted (Drosophla) homdog ; ovar, uter, mAb 

439670; AF08B076; Hs.59507; ESTs.We^s!miBrtoAMQ48; lung, haadnk, cerv; dag 

43970^AW0^5525;Hs.55964;ESTa;mB!a;dlag ^ 

439708; AVW2527J Hs.59761; ESTs, WeaWy slmterto DAPlJt ovar, lung, headnk; dgg 

439735; A1635386; Hs.142846; hypotnetJcal protant pros; diag 
/ 3 439737; AI7S1438; Hs.41271; Homo sapiens mRNA full length ; pane; diag 

439750; AL359053; Hs.57684; Homo sapiens mRNA lull lenglh ; pane, mo, breast diag 

439755; AW748482; Hs77«73; B7 hrnnotog 3; sarc; mAb 

439769; AL359055; H3^7703; Homo saplena mRNA Ml Ceng Si ; colon, atom, pane, teuk, lung; dtag 
_ n 439778; AL109729; Hs.S93B4; putafa'va bansmemtrane protein; pros; mAb*s.m. 
OU 439780; AL109688; ; gfcHomo sapiens mRNA toll teng; Wad, esoph; diag 

S^i^S* 5 ^' 2838531 Homo sapiens mRNA Jul length ;ovar, uter. csrv. breast pros ;dTag 

439864; AI720078; Hfc29i997; ESTs. WeaWy slmlartoA475B2; test diag 

439867; AA847510: Hs.161292; ESTs; pane; diag 
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439920; K05430; H6.288433; rtttjoWrnrc pane; mAb-*dlag 

439926; AWQ14875: Ks.137007; ESTs; Had, esoph, Tung, cerv; dlag 

439963; AW247529; Ha.6793; plalfifet-adivatfna factor ace; brosM. Jung, blad; s.m. 

440042; A10733B7; Hs.133898; ESTs; ovar. CTL+sjn. 

440QB6; NNL0054O2; H&.B906; v-rd simian leukemia viral on; anglo; dlag 

440099; ALPWJ05B; Hs.6909; DKFZPSS4G202 protein; pane; diag 

4401 1 9; AA865455; Hs. 125331; ESTs, Modarately sftnBar to un; test dlag 

440138; AB033023; Rs.318127; rrypomeifcal prolan FU10201; lung: CTUsm 

- n 4401S1; AA86B167; ; gb:ak38e07.s1 SoBresJesfeJIH; sarc; diag 
1 U 440207; A!37t976; Ns.12832fi; ESTs; test, diag 

440209; H05049; HsJ247837; rveuraxin 3; libra; diag 

440210; AW674562; Hs.122128; ESTs; gflo; dlag 

440225; BE295782; Hs.159; tumor necrosis fector receptor, glio; mAb 
4 - 440238; AW451 970: Ks. 155644; paired box sere * ovar; dlag 
1 3 440260; AI972867; H&J130; copne IV; pros; diag 

440273; AI805392; Hsl325335; Homo sapiens cDNA: FU23523 fi; lung, fibro; dag 

440274; R24S95; He. 71 22; scrapie responsive protein 1; sarc; dag 

440311; AI733079: Hs.125407; ESTs, Moderately dnOlar to AU rend; dlag 

44032S; NMJXH812; Hs.7164; a dtstntegrln and msytoprote; lung; mAb 
z\} 440333; A137B424; Hs.288761; hypolheScal protein FU21749; pros; CTL^m. 

440449; AA88S430; Hs.201925; Homo sapiens cDNA FU13446 lis; breast; diag 

440452; AJ925136; Hs.55150; ESTs, Weakly simfar to CAYPJt fibro: dlag 

440457; BE387593; Hs.21 321 ; Homo sapiens clone FLB9213 PRO; mela; dag 
0 r 440484; BE32B156; Hs. 150356; ESTs; pane; diag 
ZD 440529; AW207640; Hs.16478; Homosaplens cOHA: FU2171Bfi; proa; dlag 

44065S;AF134160; Hs.7327iclaudfo 1; rung; mAb ^ 

440704: M6924I; Hs.162; Insulin-lite growth factor bin: lung, giro, ovar; dlag 

440773 AA352702; Ks-37747; Homo sapiens, Similar to RIKEN; test; dim 

440801; AA906356; Ksw370038; ESTs; pros; dlag 

440619; AIB0M44; Hs.202108; ESTs; pros; diag 

440901; AA909358; Hs.128812; E8Ts; ovar, pros; diag 

440943; AW0B2298; tts.146181; hypothetical protein MGC2408; tung; diag 

440983; M 20681; Rs.7594; solute carrier famly 2 (facB; test mAb 

441020- W79283; Hs,35962; ESTs; iueg r pane; <fag 

441031; A1110664; HsJ645; flrxmogen. B beta poJypepbdef rung, pane, coton; CTL*.m. 

mSS^ fSSSSSS?^-^^ 1 ?** «0"M» «^ppb»w «DNA. FU12S32 fla; panes, aainaw stoov utar, lun K dl^ 

441134; W29Q9£H3.346950; cellular relfnobecM4*dlrig;safB;irtag 

441247; AW1186B1; Hs.128051; Homo sapiens thymic stromal jy; pros; dlag 

441321; K17182; Hs.7771; B-cell associated protein; test; diag 
H-U 441345; AW0B8579; Hs.7780; Homo sapiens mRNA; cONA DKFZp5; pros; dlag 

441350; AB020690; Hs.7782; paraneopfasflc anrjgen MA2; pane; mAb+CTL 

441377; BE21B23B; Hs.202656; ESTs; uter,endo, lung; diag 

441384; AA447848; Hs.28B660; rerJnote acid induced 3; ovar; mAb+s.nx 

441392; AW451631; Hs.2221 19; ESTs, Weakly a&Tnfer to S3D433; renafc dag 
45 441457; AW996651; Ha.43838; ESTs; anglo; dlag 

441495; AW294C03; Hs.127C39; ESTs; bbrfc dlag 

441525; AW241fi67i Hs.127728; ESTs; lung: diag 

441553; AA281219; Hs.121296; ESTs; tung, test, ovar; CTL#e.m. 
en HISS E^lS?"' narmal nwwsa esophagus spe; blad, tung, cerv, headok, colon, pane; < 

DU 44l790fAV^S03;rte.1322a8;ESTs;lung;olag 

441801; AW242799; H3.B6366; ESTs; blad; dlag 

441835; AB036432; Hs.184; advanced glycosytation end pro; flbroc mAb 

44185$ AW 194264; Ha 3 80444; WsrieukM induced gene-1 p; ovar, mela fibro: mAb 

- 441878; A38018B9; Hs.12798^ ESTs; test; dlag 

D:> fl^S?^ 75163 *' H*- 3722 ** £STs, Weakly srmBar to 572482; flbro,angb; CTL*s.rrt 

442082; R41823; Hs7413;caJsynterrtn-2; breast pros, ovar, dtag 

442104; L20971; Hs.1 8B; phospnodlesteraso 48, cAKf^pe; anglo; CTUsjn. 

442106; AW452649; Ks343259; ESTs; Img; dlag 
s*f\ 442242; AV647908; Hs.90424; Homa sapiens cOMA; FU23285 fi; BPH: dlag 
60 442323; AW016669; H&2S190; ESTs; breast; dlag 

442333: AJ650877; Hs. 129302; ESTs; test; tfag 

442432; BQN3589; Hs.38178; hypothefica] protein FU23468; bled. tung. pane, esoph, mela; CTL^.m. 

J^^5«^.37O0O7; ^26003^1 NCLCGAPJQdS Ho; 
~ c 442441;AI6^662;HB.129598;ESTs;breastdlag 
OD 442503; AF1 47078; Hs.375031; p53fesponslve gnus 5; mela; diag 

442506; BEW6411;Hs.417265 ESTs; anglo; dlag 

442573; H933B6; Hs.7567; bronched chain amino transferas; ovar. pane, angio, test; sjtl 

442577; AA29299B; Hs.163900; ESTs; blad, pane, cofon, stem, ovar; dlag 
_ 442580; AI733682; Hs.1 30239; ESTs; breastldlag 
/U 44260% ALQ20996; HsJ51B; selenojircfeb N; mela; dlag 

442613; AIOC4002; Hb.130522; Kvchannri-tnteracbng protein: flffo; dbg 

442622: NM_00D435; Hs.8546; KbWi (Drosopblla) homolog 3; ovar; mAb 

442711; AF161073; Hs.8645; hypothefical protein; anglo, mela, sarc; diag 

442739; NMJW727^ Hs.8679; cytasoffc acyl coenzyme A tho; meta; s.nL 
/O 442757; A1739528; Hs.28345; ESTs; mela; diag 

44281Q; AKD01741; HsJ739; hypoUwffcal protein RJ 10879; breast dag 

442821; BE391929; Hs.8752; transmembrana protein 4; over, diag 

442832; AW20B5BQ; Hs^53569; ESTs; pros, fibro; diag 
0 _ 442898; E^37725; Hs.283093; ESTs; pane; diag 
5U 442994; A1026718; Hs.16954; ESTs; blad, fibro; diag 

443054; AI745165; Hs^4520; yes-assocl^ad protein 85 VD* Wad; diag 

443162; T49951; Hs.9029; DKFZP434QQ32 protein: blad. lung; CTI^n. 

443171; BE281128; Hs.9O30; TONOft blad. ovan dag 
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443184; At638728; rfc,13515£ ESTs; sarc; dlag 

443211; AI12838B; Ks.143655; ESTs; blad, ovar, lung, hradr^ stem, colon; dlag 

443216; W80487; Hs.324521; hypotoatfcal protein DC50; test; diag 
- 443257; AJ334040; rM1614;HSPC065 protein; fibro; CTL+s.m. 
5 443400; R28424; Hs.250648; ESTs; lung; dlag 

443523; AK0Q1575; Hs.9536; hypotfiBlfcal protaJn FU10713; test CTUcm. 

443537; 013305; Ks_203; chotecystokmni B receptor; test mAb 

443648; AJ0B5377; Hs.143610; ESTs; hmg, heafnk; diag 

443709; AI0B2692; Hs.134662; ESTs; fibro; dlag 
1 U 443715; AI5631B7; Ks.9700; cydin El; long. atom, war, ocrion; CTLtam 

443785; AW44995* HM90125; basb4idbc-loor>*9fc:-PAS pro; glk>. uter, war; CTL^.m. 

443B02; AW504924; Hs_9805; K1AA1291 protein; sac; diag 

44388* AA1 14212; Hs.9930; serine (or cysteine} protelnas; saro; sjn. 
1 c . 443885; H9t806; Hs.152B4; ESTs; mela; diag 
1 D 443892; AI889572; H&-246B75; ESTs; lung; diag 

443950; NWJ001425; Hc9999; epithelial membrane prolan 3; mela; mAb 

44396B; AA2877Q2; Hs.10031; K1AAQ955 protein; angto; dag 

443983; H04482; Hs.163724; ESTs; mela; mAfa 

443991; NMJKJ2250; K3.10D82: potassium fntennediate/small c; pros, colon, uter mAb 
2\J 44400% AI380792; H&135104; ESTs; angb; dag 

444151; AW972917; Hs.128749; alphas thylecyl-CoA racemasa; pro3;mAb 

444159; AF1 16846; Hs.1 0431; dead ringer {Crasoph1a>Rke ; test; CTL+s m. 

44416* AI12S093; ; FGENESH predicted RNaseH domaq Had; 

444301; AK000136; Hs.107605 asporin (LHR class 1); pane; diag 
23 444325 AW152618; Hs.16757; ESTs; esoph; dlag 

444330; AI597655: Hc49265; ESTa; anglo; dlag 

444342; NWJ14398; HB.t0687;slnflaf tol^csorna-assoclated; hepC, lung, flbro, Mad, esoph- dlag 

44437B; R41339: Hs.47860; neiintrophfe tyrosine kinase, ; lung, glfo; mAb*sjiK 
„ 444409; AJ792140; HM9265; ESTs; angio; dlag 
30 444444; AI149332; Hs.14855; ESTs; Wad; diag 

444471; A802A634; Hs.11217; KIAA0377 protein; glkj. lung, colon ; mAb 

444476; AFO20038; Hs.1 1223; fcocrtrate dehydrogenase 1 {MA; blad: cm. 

444484; AKQ02126; Hs.11260; hypothetical proteh FU11264; pros; cfiag 

444633; AF111713; Hs.12284;junctk»iaJ adhesion molecule 1; war, uter, breast, cert, blad, headnk mAb 
35 444649; AW207523; Hs.371001; ESTs; fated; dlag 

444670; H58373; Hs.332936; hypothetical protein MGC6370; sarc; drag 

444764; T63911; Ha.11881: transniembrane4superfamlly ma; pancomuc, stem, tuiig colon; mAins m 

444809; BE207568; Hs.20821 9; ociilospanlrn mela; mAb 

444823; BE2S2989; Hs.12045; putarjue protein; test dlag 

444B63: AW384082; Hs.104679; serine (or cysteine) protelnas; mela; s.m. 

444B95; AI6743B3; Hs2289l; solute cariertemily 7 (cafe* ovar mAb«,m. 

44499B; AJ272265; Hs.1 2230; secreted phosphoprotetn 2, 24k; hepC, pane; din 

44501 9; AJ20554Q; Hs381295; ESTs; headnk, hmg, colon; dlag 
A c 445070; NNUIQ0677; Ha.258; adenosine A3 receptor; glk>, renal; mAb 
4D 445076; A12068B8; Hs.154131; ESTs; test; dlag 

445084; H38914; Hc25QB48; hypottiatjcal protein FU14761; sarc; mAb 

445093; AJ207197; Ks.1S6905i ESTs; test dfeg 

445109; AF039&16; Hc12330; ecfcxrucleoside triphosphate dfc pros; cm. 

4451 19; AF035121; Ks.12337; kinase Insert domain receptor ; ando; mAb 

445160; AJ299144; Ks. 10 1937; she ocuffs homeobox (DrosopW; aaic; CTL+s.m. 

445182; AVV18g787i HS.3S1778; ESTs; Wad; diag 

445247; AW274290; Hs.153997; ESTs; mete; dlag 

44SZ79; R41900; Hs_22245; ESTs; anpio; oTag 

445363; NM_Q05993; Hs.12570; tubulhvspec'rfc chaperons d; test; diag 
03 445413; AA151342; H3.12677; CGI-1 47 protein; pros, coton, uter, ovar, lung, paic;diag 

4454lB;AW139377JKc127179;c^c^o;p^c;ia^ 9 ^ ' * 

445424; A&028945; Hs.1 269 S; cortadfn SH3 domain-birxfirig p; pros ; dfag 

445443; AV653638; Hb J295131; ESTs; lung; dsg 
- 445554; X91247; Hs.1304fi: Uiloredoidn reductasa 1; bmg; sm 
OU 445884; AK001695; Hs.13109; Ran binding proteh 11; angfo; dlag 

445701; ARJ555B1 ; Hs.13131; lymphocyte adapter proteto; angto; CTL-^m 

445784; AJ253155; Hs.146065; ESTs; inela;CTL^ 

445885; AI734009; Hs.127699; K1AA1603 protein; pros, fibro; dlag 
s-e 445900; AF070526; Hs.125038; Homo sapiens clone 24787 mRUA ; renal, leirfc mAb 
OD 44591 1; AI985987; Hs,145645; ESTs, MtxterateV simlar to AL; blad; diag 

445982; BE410233; Hs.13501; pescadlllo (zeSrafbh) homotog; mela; dlag 

446057; AJ420227; Hs.366053; Tn>p8 translanl receptor pofe; pros; mAb 

446082; AJ274138; Hs.19645% ESTs; blad; diag 

446098;AWu722l5;rte.20847O;EST«anfllo;dteg 
/V 446100; AW987109; Hs.T3804; hypometfeal protein dM620234 pros; dlag 

446l02;AWl6B067;Hs.317fi94;ESTs;luiig;dlBg 

4461 13; AW967553; Hs.323518; Homo sapiens mRNA for FU0M83; test mAb 
446269; AW2&3155; Hs. 14559; hypomerjcai protein FU 10540; Jung, headnk; CTL-*sm 
nc 446291; BE397763; Hs.14623; Interferon, gamma^ndudWe pr, mela; dian 
/:> 446292; AF081497; Hs^TSBflZ; Rfi type Cgtycoproteln; lung, cerv; mAb 

446293; AI420213;Hs.14972^LIMok)maMbaiscrip&nfacto; ovar, test; dog 
446320; AF126245; Hs, 14791; acyt-Coenzyroe A oertydrogenaw ; pros: cm. 
446332; AK001635; Hs.14838; hypothetical protein FU10773; breast; dlag 
446342; BE29BGG5; Hs.14846; solute carrier family 7 {caflo; uter, colon, pros mela: mAb 
446428; AW082270; Hs.12496; ESTs. WteaW^lrnllarto AuS-IBbra Sto* 
446528; AU076640; Ha. 15243; nucleolar protein t (120kD); hi no, "test d^i 
446608; K75217; Hs.175622; ESTs; lifer, fibre; diag 
446626; AW292180; Hs.15614^ ESTs; pros; dag 

119 



80 



WO 03/042661 



PCT/US02/36810 



446636; AC0EJ2563; Hs,15767; dlron frtuHntsracung, serin; lung; CTL+s.rn. 

446644; NM_003272; Hs.21065; Ijansmembrano 7 supeffamDy me; mela: mAb 

446573; NrVL016361; rte.15871; LPAP for tysophwphsWfc add; Wed; diag 

443727; AB01 1095; Rs. 16032; WAAD523 prolan; angio; CTL+^m. 

446733; AA863360; Rs. 2G04O; ESTs, Weakly similar to fatty ; breast sm 

446755; AW451473; Hs.16134;5ain«Ahreonlne kinase 10; mela; CTL*s.m. 

44B791; A1632278; Hs.185922; ESTs; test diag 

446839; BE091926; HM6244; mltofc spindle coited-coil re; test dlag 

44SB56; A1814373; Hs.164175; ESTs; bng; dlag 
1 U 446868; AV660737; Hs.348297; ESTs; pant? diag 

446872; X9705B; Hs.1 6362; pyrirrtdlnergfc receptor P2Y, lung; mAb 

446932; AA961 459; rfa.125644; ESTs; fibre; dlag 

44G9S7; A1699S29; Hs.156761; ESTs; fibro; dteg 

446979; A1654443; Hs. 1976 83; ESTs; test tfeg 
1 5 446964; AB020722; Hs.16714; Rho guanine exchange factor (G; angfo; CTL+s.m. 

4469B$ AK00189B; Ha.16740; bypometfcal protein FLU 1036; lung, rraadnfcdteg 

44693ft t099O13; Ks,278966; Homo sapiens mRNA; cDNA DKF2p5; pane. ffiiro; dlag 

446899; AA151520; Hs.351416; hypothetical protein MGC4485; headnlq diag 
„ 447004; AW2963B6; Hs.157539; FGENESH ^dieted secreted pro; alio; dlag 
20 447076; AWBB5727; Hs.9914; ESTs; lung; dlag 

447126; AW15Q632; H&.1703Q7; Rat guanine nucleoflde exchang; angto; diag 

447164; AF026941; Hs.1 7518; viptti; sfmilsrto nifiamrnal: colon, lung, breast, stem, hepC, esoph, mela; diag 
447178; AW594641; Hs.192417; ESTs; mela; dlag 
447188; H65423; Hs.17631; hypc^bcaT protein DKFZp434E; test; diag 
23 44721 0; AFO 35269; Hs.17752; pbosphabdylsGrlne-specific ph; pros, mela; sm 

447289; AW247017; Hs.3697B; melanoma antigen, family A, 3; lima, mela; mAbKTTL 
447334; AAS15032; Hs^1109; ESTs; blad; diag 

447343; AA258B41; rk236894; ESTs, Highly similar to S02392; lung, blad, pane, headnfc, mela; ttiAIhs m. 

447350; AI37557Z; Hs.172634; v«fc-a avian erythroblasflc I; breast, over, uter, dlag 
3 U 447377; X77343; Ks>334334; transcription factor AP-2 dpb; breast, lung, mela; CTL-tsm 

447395; AW18412; Hs.184793; Homo sapiens cDNA: FU21880 fi; pane; diag 

447437: U07225; Hs.339; purinargte receptor P2Y. G-pro; blad; mAb 

447499; AW26258D; Hs. 147674; profocadhrah beta 16; pros, gib, ovar ; mAtw.m. 

447532; AKD00614; Hs.18791; hypolheBcal protein FU20G07; lung, blad; CTL*s.iil 
3D 447534; AW953935; Hs.288655: ESTs; Jung, test; dlag 

447578; AA912347; Hs. 136585; ESTs, Weakly similar to JC5314; ovar; s m. 

44759% AW379130; Hs,18953; phosptodieaterase 9A; pros; CTL+sjn. 

447604; AW089933; H&301342; hy pofrieffcal protein MGC4342; mela; dlag 
A « 447636; Y10043; Hs.19114; high-rrobfllty group (nonmston; lung; CTL-ts.m. 
40 447733; AF157462; He. 19400; MAD2 (mitotic arrest deficient; test diag 

447749; T53280; HsJJ297; ESTs; renal; dlag 

447761; AF061573; Hs.t9492; prctocadherin 8; EWS, gllo; mAb 

447768; X66400; Ks.19520; FXYD domein-corrtalnlng Ion tra; renal; mAb 

447818; W79940; rk35S279; Homosapiens clone 24670 mRNA; renal; dlag 
45 447835; AW581623; Hs.164129; ESTs, Weakly similar to I3BQ2* renel. war, uter; dlag 

447881; BE62D6B6; Hs.355279; GCN1 {general control of amino; renal; diag 

447937J AL109716: rk20D34; Homo sapiens mRNA fuU tength ; mela; mAb 

447983; AW 139525; Ha 170362: ESTs; colon, blad, lung, ovar, pane beadnk; nv\c^dtag*.m, 

44603ft N30714; Hs.325960; mambrane^pannlng 4-doma&is. s; pane, leuK renal, stem lung; mAb 
!>U 448045; AJ237436; Hs.20166; prostate stem cat antigen; Mad, pane, pros; mAb 

448105; AW591433; Hs^9B241; Transmembrane protease, serine breast, pane, colon, lung, ovar. stem; mAb^flaa^ua 

448133; AA723157; Hs.73769; folate receptor 1 (adulfc ovar, fibro; mAb 

44814ft AF146761; KsJZ0450; BCM-fite membrane protein prec; fibro, mefa, teuk; mAb 

44813% Y10605; H3^0521; HMN (hnRMP methyl transteas©^ test CTUs.m. 

448181; AF272833; Ks779763; hypofteticBl protein FU1 0504; test; dag 

4482D4; AJ475124; rb.170561; ESTs; sarc; diag 

448231; AJ701916; H&202500; ESTs; sngto; dfag 

4482SB; BE38G983: Hs^43214; hypotfiefcal protein FU20396; mela. over; mAb 
448262; AW880830; H3,186273; ESTs; blad; dta& 
60 448275: BE514434; rfe^OBSft tdnesfrMfkB 2; ovar, esopti, mela; dlag 
448278; WD7369: Hs.11782; ESTs; lung; diag 

44B290; AK002107; ftL20&43; Homo sapiens cDNAFU11245 ff 8 ; pros; dlag 
448321; NMJJ056&3; Hs.20912; atfenomatous polyposis coll Ifcgfio; CTLtam. 
448357; N201fi^ Hs.106823; RAB3B, member RAS oncogene fan; lung, mela; diag 
OD 44841ft AKD0Q227; rte.21125; hypotMcal protein FU20220; mela; (Sag 

448437; AW470125; Hs.220529c gtaw60c04j<1 NCLCGAPJ^anl Ho; parccoton; dlag 
448499; BE613280; H&.77550; p53-rogulated DDA% gDo; dlag 

4485B9; BE382657; H8.2148B; sfgnel transducer and ectrvato; pane, headnK ftro, cerv. mela, renal; CfTL-»sjn. 
„ 4455B8; AI970Z78; Ha. 156905; WAA1676; test; CTL^m. 
7U 448595; AB014544; Hs.21572; KIAA0644 gone product; breast flffo: mAb 

448664; At8799l7; K&^34691; spfcfng factor 3a, subunH 1,; mela; CTL^.rrt 

448574; W31 178; Hs.154140; ovary-specific adolc proteb; angta; dlag 

448692; AW013S07; Hs.167531; methylcroton^ODenzyme A car; pros, pros; &m. 

44B706; AW291095; Hs.21814; Interteukln 20 receptor, alpha; proa, uter, blad, colon; mAb 
/ D 448719; AA033627; Ha21B58; WnucteoWe repeat contairan; mela, sarc; CR^Sag 

448775; AB025237; Hs.38B; nudSx (nudeoslde diphosphate ; test dlag 

44881 1; Al59037t; Hs.199460; ESTs; esoph. pane; mAb 

448939; BE267795; H3.22595; hypotheScal protein FU10637; test CTb*.m. 

4489B6; AW372914; Hs.86149; pnospholnosltol ^hoapnatott; mela: CTL-^m. 
50 4489B1; AJ 96871 9; Hs.195367; ESTs; test; diag 

^X^SSi^P^ Q^J^fnW* ^ (<SAHA); pros, cerv. colon, lung, stem, Wad. headnSccvar, breast mAb 
448993; AI471630; Hs.355952; KIAAQ144 gena product lung, blad; dlag 
448999; AF179274; Hs. 22791; transmembrane proteh with EGF; pros, gio; mAb 
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449003; X78342; Hs.388; alcohol dehydrogenase 7 {classy lung, headnk; s.m. 
449019; AI94S095; Hs.67776; ESTs, WsaWy5lmilartoT22341;!]lad r Jung; diag 
449027; AJ271216; Hs.22aBQ; dlpeptklylpeplidase lit; blad, colon, ovar; sjn. 
449040; Nlvl_012t91; Hs.22919; pulaHve tumor suppressor; lung; CTL+s.m, 
5 449078; AK001256; K&22975; Kl AA1576 protein; mela; dag 

449101; AA205B47; Hs.23016; 6 protein-coupled receptor, lung, haadnk; mAb 
449109; AW270992; Hs. 120949; ESTs, Weakly s^rrtfsr to ALU7_K; sarc; dag 
449156; AF1D3907; Hs. 171 353; prostate cancer anBgen 3 r non; pros; mAb+CTL 
449207; AL044222; rfe*23255; nucleoporin l55kD; lung; dag 
1 0 449228; AJ4031 07; Hs, 148590; protein related with psoriasis; lurg; dog 

449230; BE613348; Hs.356392; melanoma cell adhesion motecii; king, cerv, headnk. blad, ovar, colon; mAb 
449317; AW293413; Hs.13290G; 19A24 protein: msla; mAb 

449318; AW236021; Hs.78531; Rcrno sapiens. Similar to RIKEN; headnk, lung, anglo; CTL*.m. 

449322; AI638616; Ws.196566; ESTs; test diag 
1 0 44933B; H73444; Ha.334; adreoomerfulBn: renal; dlag 

449394; AA004368; Hs.18160; Homo sapiens cDNA RJ11550 fe; anglo; mAb 

449437; AI7O2038; Ks.100057; Homo sapiens cDNA; FLI22902 fi; test (Sag 

44944ft D6073O; Hs.57471; ESTs; Wad, lung, headnk, breast; dag 
„ 448467; AW205O06; Rs.197042; ESTs; lung; cfeg 
20 449494; AW237014; Hs.315339; aquaporin 4; fibio; diag 

4495B9;A1655634; Hs. 1 953S9; ESTs; test; dlag 

449592; AI655494; Hs.195718; ESTs; pane; dlag 

449618; AI076459; Hs.15978; KIAA1 272 protein; angto; dlag 

449625; NM_014253; Hs349094; odz {odd QzAen-m, DrosophUa); pros; cfiag 
2. 3 449650; AF055575; Hs. 23838; catckim channel voHags-deoen; pros; mAb 

449B80; ATC33821; Ks.12160; ESTs; renal; diag 

449981; AW265634; ^133100; ESTs; glo, esoph, lung, Mad ; dlag 

449976; H06350; Hs.135056; Human DMA sequence from clone ; lung; dbg 

4500966 A16B2088; Hs.79375; slr^e-mlnded (Drosophila) horn; pros; CTt 
30 450098; W27249; Hs.aiQ9; hypothetical protein FU21G8Q; breast, lung, stem, uter> diag 

460149; AW989781; Hs.132853; 2c family member 2 {odd<pafre; sarc; CTl+s.m. 

450152; AJ13S636; HB.2296B; Intran of VEGFR; renal; dag 

450377; AB033091; Hs.355925; KIAA1265 protein; ovar, colon; dag 
^ _ 450362; AA397658; Hs.G0257; Homo sapiens cDNA FU1 3598 fls; pros; dlag 
35 450400; AI69472£ Hs.279744; ESTs; pane; diqg 

450431;AW136797; rUk266041; ESTs; test; dag 

450451; AW591528; Hs-202072; ESTs; utar, endo;dlag 

450506; NM_D04460* Hs.418; fibroblast activation protein.: pane, esoph; dlag 

450534; A15701 89; Hs.25132; WAA0470 gene product; snob; CR+sm 
40 450561; AF081513; Hs.25195; TGF-beta 4; utar.cenr, test dlag 

450635; AVY4Q3954; Hs.25237; mesenchymal stem cell protefn ; Wad; mAb 

450642; R39773; Ks,7130;copme N; pros; diag 

450656; AA01 0539; Hg.16912; unnamed protein product; fibre, uter; CTL^jn, 
A 450663; H43540; Hs.25292; ribonucleasa HI, ferae suburb mela; sjn. 

45 450676; AI14715S; Hs.279727; ESTs; sarc; diag 

450664; AA872605; Hs.25333; fnterleirHa 1 receptor, type I; blad, lung, headnk; mAb 

450690; AA296S90; Hb.333418; FXVD rtmah-ecrrtatnlng ton Ira; mete; (Sag 

450693; AW450461; Hs.203965; ESTs; pros, utec dlag 

450719; A1096837; Hs.21349; ESTs, WfeaWy similar to RB8BJH; test dlag 
JV) 450737; AW007152; Hi 633 25; transmembrane protease, seme; colon, blad, hing, ovar 7 pane, headrft; mAlndlag+s.fTL 

450785; AA852713; Hs.10fla85; Homo sapiens, slpha-1 (VI) col; sarc; CTL+sm 

450B32; AW970802; Hs.1 05421; ESTs; lung; dag 

451027; AW51920^ Hg.40B06; Homo sapiens, Similar b RIKE^ pros, uter r gfo; *0ag 
_ 451035; AU0767a5;Hs.430; plasfin 1 (I boftum); pane; dlag 
55 4S1050; AW937420; Hs.351869; ESTs;mela; dlag 

451099; R52795; Hs.25954; intertey Wn 13 receptor, a^ha; gllo, flora, mete; mAb 

451105; BE382701; Hg.25980; N-MYC oncogene; test ovan CTL+g,m. 

451110; AI955040; HsJZ65398; PAR-6beta (parfiflonlng def; breast, ovar, lung, colon; CTL^ja 
_ 451181; AI798330; Hs^07461; ESTs; pane; dlag 
OO 451253; Hi 9299; H 5^6126; clawfin 10; lung, ovar, pane; mAb 

451291; R3928S; Ksj6702; ESTs; Jung; dlag 

451295; A1557212; Hs.17132; ESTs. Moderately similar to I5j pane; dlag 

45132D; AW118072; Hs.350251; dlacylgVcerol WiiasQ, zeta (1; hing s,m. 
- 451340; NMJJ06338; Hs^6312; glioma ampKed on chromosome; ovar; mAb 
OD 4513B6; AB02900^ Hs.26334; spastfo paraplegia 4 (autosoma; lung; dlag 

451398; AT7S3124; Hs.144479; ESTs; breast, ovar; diag 

451411; AA017492; H5.135S55; EST; pros; dlag 

451497; H63294; Hs^8412^ Wnl Inhibitory fector-1; titer, flbro, pros, colon, sarc; dlag 

451541; BE27B3B3;Hs^8557;pa©plilIlh 3; lung. Wad, ovar; dlag 
/O 451592; A1B05416; rfa.213897; ESTs; lung, headnk; diag 

451635; AA01 8899; Hs.127179; cryptic gena; pane; dlag 

451663; AJ372360; Hs.209293; ESTs; pros; diag 

451720; AW97Q985; Hs.290853; ESTs: pros; diag 
„ _ 451743: AW07428B; Hs^36428; ESTs; lung; dag 
75 451820; AW05S357; H&.199248; ESTs; pane; mAb 

451844; T61430; ; gbcyc06a03.9l Sbategene tung ; Mad; diag 

451962; F13036; Hs 57373; Homo sapiens mRNA; cOMA OKFZpS; pros, blad; mAb 

451999; AW176401; Hs.380623; DEAD/H (Asp-€ki-Ala^6]VHi8) b; test CTL-^m. 
OA 452046! AB018345; Hs.27657; WAA0802 protein; teng, utar; CTL^s.m. 
o U 45220 B; AA024792; Hs.31 895; hypolhefieaJ protein UGC4093; rend; dlag 

452240; AJ59U47; Hs.61232; ESTs; Wad, lung, headnk. pane, ceiv; dag 

452243: AL355715; Hs38555; programmed eel death 9 (PDCD9; breast; dlag 

452244; N33530; Hs.176674; ESTs; mate; diag 
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452291; AF015592; Hs.28853; CDC7 {ceO division cycle 7. S; M CTL+s.m. 
452295; BE379936; Hs.28866; pn^rarnmed call death 10; lung; dag 
45229B; AI039243; Hs.278585; ESTs; angio; diag 

462304; AA025386; Hs.61 311; ESTs, WeaWy similar to S1059Q; lung. paic. bfad, stem, esoph. flbro.cdon; sjh 
3 45231B;M298484;Ha.6l265;EST9 i MotJ9^yjJnfl^toG7;Wad;dlag 

452340; Nrtf_002202; Ks.505; ISL1 transcription factor, UM; pane, pros; CTL*s,m, 

452353; C1BB25; Hs.29191; epithelial membrane protein % pros, breast mAb 

452355; N54926; Hs.29202; G proteirroupled receptor 34; giro, fibre, pane; mAb 

4S23G7; U71207; Hs.29279; eyes ebsenHDnosophila) homo!; Jung, pros, ovar, uter; CTL+s.m. 
10 452418; AA0261 15; Hs.11 4777; ESTs; fibrofoTag 

452461; N78223; Hs. 10610S; Iranscripton factor; blarf, Tung, headnfc, ovar. glfo, stem, colon, cerv; CTUs.m. 

452571; W31518; Hs.34665; ESTs; stom, lung. pane, colon, fibre; diag 

452594; AU076405; Hs.29981; solute carrier family 26 {slit; ovar; mAb 

452613; AA481599; Hs.23459; ESTs; lung; diag 
I D 452679; Z423B7; Hs.83883; transmembrane, prostate androg; pros, colon, pane, pros; mAb 

45Z705; H49B05; Hs,246005; ESTs; pane; diag 

452717; AW160399; Hs.3D37B; hypothafcal proteinc pros; diag 

452721; AJ269S29; Hs^0167l;solufecanfterfamly 37(gIyc;pros; mAb 
n A 452732; BE300O78; Hs.80449; Homo sapfens, clone 1MAGEi3535; Wad; diag 
2U 452744; AI267652; Hs.246107; Homo saptensmRNA;c^MADKFZp4;rnBla; diag 

452792; AB037765; Hs.30652; KJAA1344 prtteiri; pros, liter, breast; diag 

452795; AW392555; Hs.18878; hypothetical protein FU21620; renal, headnk, colon, lung, pane; CTL 

452796; AB011100; Hs.30656; KWA0528 gene product test diag 

452B33J BE559681; Hjl30736; WAA0124 proieih; lung, mela; CTL^m. 
ZD 452865; AJ924046; Hs.1 19567; ESTs. WeaJcly similar to A47582; lung; diag 

452899; M95739; Hs.30955; nescient helix bop tieR* 1; sere; CTL-sjjl 

452924; AW580939; Hs.97199; complBment component Clq recap; angto; diag 

452933; AW391 4% H8,288555; Homo sapiaw cDNA: FU22425 ft angfo; CTUs.m. 

452934; AA581322; Hs.4213; hypothetical protein MGC1S207; lung, bled; diag 
3 U 452955; AW390282; Hs.31 130; transmembrane 7 superfamlry me; pros; mAb+sm 

453006; AI362575: Hs.303171; ESTs; pros; diag 

453028; AB0D6532; Hs.31442; RecQ protEm-Gke 4; falad, lung, test; CTLts.m. 

453085; AW954243; Hs.351573; K1AAD251 protehi; angJo; (flag 

453096; AYY294631; Hs.35127ft ESTs; pros: diag 
3D 4531 Q2; Nr*_O07197; Hs.31 664; frizzled (Drosopnila) horndog ; ling, headr*. colon; mAb 

453107; NMJD16113; Hs^79746; vanJUofd reoepMke protel; mela; mAb 

453134; AA032211; Hs.118493; ESTs; Wad; dag 

453142; AA033648; Ks.7473; Homo sapfens gap Junction prot fibre; mAb 

4531Srjt«2fi3307;HH,3S6Q0i; H2BhistonBfamly,nwmbef U1«r« r panc t pioa;diM 
4U 453210; AL133161; Hs32360; hypothetJcal protein FU10867; rung; CTL+sm 

45321 6; AL137566; Ha32405; progesterone receptor (PR); rjlad; mAb+s.m. 

453256; AC5G55B7; Kii.32556; MAA0379 proteTh; mala; diag 

45331 0; X70B97; Hs.553; solute carrier family 6 (neuro; flbro; mAb 

453321; A1964381; Ife232521; ESTs; clad; diag 
43 453323; AFO34102; Hs.32951 ; solute earner family 29 {mid; ovar; CTUam, 

453331; AI240665; Hs.352537; ESTs; breast, lung, pane, esoph;mAf>Krtag-»5m 

453344; BE349075; H&44571; ESTs; mela; <fcg 

453348; BE272318; Hs.8595; hypoSietJcal protein FIJI 2438; test; CTL+s.m, 

453365; AA035211; Ha. 17404; SOX7 SRY (sex determining regc engio, bled; CTt-^.m. 
DV) 453370; AW70523; Hs.133336; ATP4)tndlng cassette, sub-faml; pros; mAb 

4533B9; BE27364& Hs^2953; oadheiti 6, |ype 2, Krcadherin: renal, ovar. Wad; mAlns.riu 

453392: U23752; Hs.32964; SW (aex dateriwrung region Y); war, lung, gfio. Bare; CTL»sjtl 

453459; BE047032; Hs.257789; ESTs; ovar, cerv, Wad, uter, pane, anglo, ling; diag 
_ _ 453464; AI88491 1; Hs.32989; receptor (calcltoru'n) activl^ pros; mAb 
DD 453633; AA357001; Ks.34045; hypotbefcat protein RJ20764; lung, esoph, test; dag 

453637; NMJKJ2589I H&34073; 8H-prolocadherin (braJrvbeart); headrtk; mAb 

453642; AI370936; Hs^4074; dlpepWyTpeptJoasa Vibrio; mAb 

453779; N35187; Hs.43388; 28kDliterferon responsrva pro; mela; diag *> 

453789; AA628517; Hs.118502; ESTs; angto; diag 
OU 453857; AL080235; Hs35B5t* Ras^nAicad saneseenee 1 (R181; gib, lung, uter, headnk, cerv, pane, pros, sanr mAb 

453883; AJ638S16; Hs.347524; cofactor required for Sp1 trax Had, lung; diag 

453B84; AA355925; Hs.36232; WAAQ186 gene product lung, ovar, teal, esoph; diag 

453912; AL121031; Hs.356843; SWt/SNP related, rratrix associ; mela; diag 
- c 453922; AF0S3306; HB-3670B; budding wilnMMtedby benzlml; cokm, stom, lung, test; CTUsjn. 
OD 453935; A1633770; H&42572; ESTs; pane; drag 

453941; U39817; Hs.3G820c Bloom sywlrome; tung, cerv, hearinV; CTL-^m 

453964; AJ961486; Hs.24919% ESTs; lung; diag 

SSS? SISI^^S^J5SP 6m8n1 ^ P™* 8388 * 00k,n ' Nad » lun B- m *> headnrcmAbfdiag^m 
453985; N44545; Hs. 251 865; ESTs; test; diag 

/U 454034; NMJ00691; Ks.575; aJdehyde dehydrogenase 3 ferni* Xing, heaxhk; s.ra 

454042; H22570; Hs.47860; hypotjiobcal protein FU20093; lung; diag 

45406% XDQ356; Hs.37058; cateOorJrr/caJcttonirMelQted ; king; dag 

454071; AJ041793: Hs.42502; ESTs; breast ; (flag 

„ 454077; AC005952; Hs37062; msulln4ike 3 (Leydig ccJIJ; test; diag 

75 454098; W27953; Hs.217493; PfsTcophflin; lung; diag 

4541 17; BE410100; Hb^036B; adaptor-related protein eornpte; mela: CTL-fsm 

454360; L782D7; Hs.54470; ATP-Wndlng cassette, suWamJjgHo; mAb J 

454429; BE273437; Kr301406; hypo tfiebcal protein PP3501; mela; mAb 

0 A 454439; AW819152; Hi 154320; DKFZP56601646 profen; lung; diag 

OU 45447B; AW805749; Hs.372763; superoxide cTsmutase 2, mlbch; rneJa; s.m. 



455601; A1368680; Ha.816; SRY {sex determining regfcn V); lung, cerv. esoph: s.m. 
456034; AW450979? ; gb:Ul-H-Bl^-t2-04Jl.s1 K bted? flbro! diag 
456062; A1B66286; Hs.71962; ESTs, WeaWy similar to B3629B; fitxo, ovar, uter; diag 
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456177; NMJH2391; Hs.79414; prostate apllharfurn-specific E; breast, pros; diag 

45626ft L2S073; Hs.198726; cold shock domain protein A; pane; CTL*s,m. 

456321; NMJ001327; Hs.87225; CBncer/tesfls antigen: lung; CTL 

458553; AA721325; Hs,169058t ESTs, Highly similar to Sorrfla; pane; diag 

456723; Z43902; Hs.4743; adenylate cyclase scSvafing p; gTto; mAb+s.m. 

455736; AW248217; Hs.1619; achaete-scute complex {Drosoph; King; diag 

45675$ BE259150; Hs.127792; <feHa (DrosophilaMfce 3: gllo, lung; mAb 

45BB47; AJ360456; Hs.86053; ESTs; test; diag 

456938; X525G9; Hs/1 61640; tyrosine aminotransferase; breast; s.m. 

456977; AKQ0D252; He. 1 65758; hy pcthefca! proteki FU20245; angio; diag 

457200; U33749; Hs.107764; thyroid liansoipfion lector 1; fibre; CTL-*s.m, 

45721 1; AW972565g Hs.32399; ESTs, WeaWy slmlar to S51797; mela, jros; CTL+s.m. 

457202; A192127G; Hs.281462; hypothetical protein FL)14251;Uad; mAb 

457313;AF047002; Hb.241520; transcriptional reactivator test CTL*sjr 

457411; AW085961; Hs.130093; iroquoh-dass homeobox protei; breast, fibre; dag 

457465; AW301344; Ha. 122908; DNA replication factor; test, mela; diag 

467498; AI732230: Hs.191737; ESTs; pros; diag 

457551; AA331S17; Hs^BG055; chtmertn (chfcnaerin) 2; glio; mAb 

457590; Al 6 12809; Ha.5378; hypothabcal protein MGC10724; ovar; diag 

457869; AU077186; Hs. 108685; Homo sapfens, alpha-1 (Vl)co1; saic; CTUs.nu 

458092; W67353; Hs^50558; WAA0251 protein; hing; diag 

458124; AW005548; Hs.124590; ESTs; fimo; diag 

458435; AI418718; Hs.144121; ESTs, Weakly slmlar to T46916; glto; dfag 

468471; AV648609; Hs.194240; ESTs; renal, pane hepC; dag 

458933; Al 638429; Hts.24763; RAM binding protein 1; lung, test dtao. 

459373; BE4082B6: Hs30140B; hypothetical proteh PP3501; mala; mAb 

459578; AW612538: Hs.3Q4491: EST; mela; diag 

459702; A12D4995; ; gkan03c03.j(1 6lratagene schiz; Wad, flora; diag 

469705; BE082764; Hs.270252; ESTs, Weakly similar to an dreg; fibre; rnAtHc.m. 

TABLE 3B 

Pkay: Unique Eos probeset Idenffier number 
CAT number Gene duster number 
Accession: Gen bank accession numbers 



Pkay 

103739 
108282 
113230 
118417 



121336 
126872 
322521 
322975 
323332 
323817 
324261 



CAT Number Accession 



49403.2 
108971.1 
2327174.1 



409051 

409123 
400745 



4118B0 
413804 
414221 
417886 
427260 
427298 
427521 

429163 
432m 
432222 
432407 



432415 



434414 



136926SL1 

685586.1 

14637J 

1784158.1 

245301.1 

887879J 

102697€L1 

O.O 

107B34J 

10B378J 
MH1844.5 



1139083L1 

1556661.1 

685586.1 

1031334.1 

11Z72_50 

115241.1 

S13212J 

123B297J 
112710 1 
539529J 
MH1429J2 



11371.1 



3S978.1 



AA1 15173 AA075709 AA076354 AA083101 AA076396 AAD85391 AA0706B4 AA0B336B AA07577S AA075221 AM76395 AA660486 AA083500 

AA055143 AA065142 

AJ820546A1621336T61430 

AFD80229 AF080232U87593 U87592 U87591 UB7590 A1636743 Afc3381B AW206802A15B3718AF080231 AFQB0234AF080233 AL535594 
AIB18326 AF080230 S46404AJ970376AA463992 AWE6 5466 BF51 2210 UB7595 UB75B9 BE650633 A) 572574 BE467547 A16B0833 AW614951 
M29986 M25695 H59001 U 87596 BE673974 A1797496 A170152S AA703396 AW139734 H92278 N6G048 BE219539 BE671 6S5 A1B2461 7 BE46661 1 
AI206344 AA574397 BF533413 BG231271 BF773517 U87S94 BFOB2180 BE466420 AI8B7798 BF674385 AA2M735 AW496808 AA204833 
AA207155 B1004756 AA206262 A13652Q4 H7760B AW590511 
AA40441BAJ217248 

AA136653AA136B56 AW450979 AA984358 AAB090S4 AW238038 AA492073 BE168945 
AF147347 T55503T55426 
C16391 C1G413 

AB29520 AI791832 AI791823 AA229315 AA228414 AA229211 
AA410943 BF356582 AA3342C2 AA332882 BF371899 AWS48953 
AL044891 AJ90824QAA3930BOAW7484O3 BE0G9341 BF330573 
M18726 

AA075419 AA0B2953 AAOB0912 AA062B36 AA0712S2 AAD34926 AA07Q992 AA1 13913 AA081881 AA070343 AA0B3B21 AA062836 AA113B92 
AA075318 AA076594 AA078900M134S01 AAG63293 AA083403 AW974305 
AA070050 AA07O623 AA0634O3 

BKJ30997 AA921874 AW1BB822 BI0Z7862 AJ347618 A1361453 AI088764 AW207491 AAD77391 BG012775 00867382 AA286B33 AA150722 
BI007625 BI027864 BI009100 BI006275 B1006270 B1031000 U02S864 BI006277 BJ007627 81006236 B100G991 B1006990 BI007763 61007762 
BG997377AA150780 BI033518BI027818 BG0157B9BI033B07AA341445 
BE0881O1 T05950 AWB72477 
BE168256 BE16B190T64662 

AA136653 AA1 35656 AW450979 AA984358 AA809054 AW23B038 AA492073 8E168945 

AA2109B7 F357294 AA214584 AA207006 D56572 

AA401424 AA4O01OO AA663848 

AAB33717 8F061897 AW628327 AA641788 AA400495 

AW973362 BF222S29 AW0169S3 BF05913O AI651B29 BE551767 AA56B414 A»339359 BF059601 AI961162 AI341422AI206248 AI20S165 
AA548736 AA768578 AI539Q81 AW025957 AA736837 N79575 AW594357 AA480892 
AW974271 AA592975 AA447312 AA884766 
AA5Z7941 AA63&2G6 A181060B A1620190 

BG207209 BE1 66299 AJ204895 BG19935S AW969908AA528756 AW440776 Bt044354 

BG036675 BF772005 BF7718S6 BG960386 BG960381 NW.005712 AF110315 BE074534 BE182776 BE1 58000 BE 1579 99 BE714315 AW818104 
AW847519 AA099426 AW817981 AW856396 BG961 122 AA224498 AA3D8542 AWQ21833 BFS02155 AI732411 BG778B34 BS2B3B41 BE74BZ79 
8E748870 BG319540 BE74B864 BF739224 BG986155 AWJ57283 BIB61466 AA663341 AA457591 BG949294 AW3928B6 AA071122 AA227849 
AA5B491 8 66059570 BF7734B6 AL04169B BF953013 RB71 70 C1GB59 BF770411 BF771 298 AHJ75321 L13B23 AA216700 BF771864 AW8618S9 
BE537068 C18935AA155719 BF771172 BF789107 W804964AW818172AW818143AW392930 AW817057 AW85B044BF746211 AA17992B 
AW861687 AW82182G BI055726 BF242643 AA207189 BF770412 BF771 157 BG430030 AA055592 

BG166382 AW161QB6 K42363 BE935013 BE934996 BG291451 AW00520 BG152773 AI224956 Al 0796 35 AW054706 AA843979 AI744193 F04060 
T23457 FD4044 AA723859 AA977643 AA283764 AI123609 N21561 BF05S052BE856661 A1804220 AA8433M AM72045 A1740490 AA578B30 
H0S496 Al 263334 AA809495 AI1 22773 AW1 62643 AW161 798 BF940077 A180BB25 AJ36Q366 A11 23189 R40236 R20726 AUV975899 BE764052 
N31709 N31708 AI031947 AW19413B 

AF134164BFB09407 AA2185S7 BF842863 AI287168 BF87617B BQ999253 AW861851 AWB58362A1817548 BF77130O AA1 13928 AA223422 
AAD55556 BF773400 BF998869 BE0B1333 BB073424 BE142245 HS9571 H59570 BF871558 BF871064 BE001 132 BF826831 AW754298 
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434596 
434609 



439092 
439780 
440151 
444163 
451844 
456034 
459702 



14701J 
14739L1 
1242593.1 
2580163 1 
919640J 
49082 1 
1879911 1 
6S2245_T 
2327174_1 
6B55B6J 
L1 



AA223267 BG897895 BG997897 AW991957 M534354 BG319501 8F736309 AI694265 AA045S64 B6950256 A18293Q9 BG987650 BE093175 
BF654337 

AF147374T59538T595B9T59S98T59542 

AF14739DR76593R76594 

AW979074AA834B41 AA82B650 

At926361 AA834879 AA828995 

AW978407 AAB30149 MB59B3 AW503637 BF352096 

AL1 09688 R23665R2S573 

AAB68167 F21558 F3141& F35624 

BG4Q3189 AI146521 A1184746 Al12609fl RD5933 BI057330 

AI820546AI821336T61430 

AA13B653 AA136655 AW4S0979 AA9B4358 AA809Q54 AW23B038 AA492073 BE168945 
BG2072098E166299A1204935 BG199355AW969908 AA528756 AW440776 BI044354 



TABIE3C 



Pkey; Unique number corresponding to an Eos pro beset 

Rcf: Sequence source. The 7 digit numbers In this column are Genbank Irjarnjfter (GO numbers. "Dunham I. et el." refers to the publcafon enfitied The DMA 

sequence of human chromosome 22" Dunham I. etst, Nature (1999) 402:489-495. 
Strand: kidfcetes DNA strand from which exons were predicted. 
NLpoarOon: Indicates nucleotide posHlons of predcted exons. 



Pkey 



Ref 



Strand 



NLposition 



325372 


5866920 


Minus 


1117061-1117304 


325544 


66B2452 


Plus 


171228-171286 


327036 


6531965 


Phis 


319951*320040 


327075 


6531965 


Plus 


4041318-4041431 


327414 


5867750 


Plus 


102461-102586 


328700 


5868264 


Pus 


764089-76 4203 


330211 


6013592 


Plus 


59156-69215 


332798 


Dunham. 1 e 


Id. 


tonus 232147-231974 


333769 


Dunham. 1. etat. 


Pkis 7696625-7596707 


333904 


Dunham, letal 


Minus 8217374-8217261 


334223 


Dunham. 1 eta]. 


Minus 12734365-12734269 


334447 


' Dunham, 1. eLaJ. 


Plus 14308764-14308824 


335115 


Dunham, L eLaf. 


VBnus 21386250-213B6146 


335809 


Dunham, 1. c 


rial. 


Plus 26310772-26310909 


335824 


Dunham, Letat 


Plus 26376860-26376942 


335825 


Dimham, LeLal. 


Plus 26378175-26378268 


335936 


Dunham, 1. etsJ, 


Minus 27360474-27360400 


336034 


Dunham, L eLal. 


Plus 29014404-29014590 


336152 


Dunham, 1. * 


iLel 


Minus 30156053-30155870 


338636 


Dunham,). eLal 


Plus 988418^89185 


338008 


Dunham, Let at. 


Plus 769706B-7697236 


338033 


Dunham; t. eUl. 


Plus 8092128-8092271 


338158 


Dunham, i. etai. 


Mnus 11794465-11794343 


338255 


Dunham,], elai. 


Minus 15242294-15242231 


400494 


9714719 


Phis 


169845-170272 


400517 


9796GB6 


Minus 


4999840346 


400851 


8117978 


Mrrus 


8146841646 


400665 


8118496 


Plus 


16879-17023 


400773 


8131629 


Minus 


4411844238,48208-48321 


400844 


918B605 


Phis 


24746-24872,25035-25204 


400846 


9188605 


Plus 


3931039474 


400881 


2842777 


Mrrus 


9144*9160*92123-92265 


401093 


8516137 


Minus 


22335-23166 


401234 


9929642 


Plus 


120173-120337 


401424 


6176894 


Phis 


24223-24428 


4014B6 


7341763 


PhiB 


32585^2756 l 36281-3654a4079M0933 > 4401 


401704 


3097841 


Plus 


2471*23374 


401732 


1200312 


Plus 


19346«19525,19625-l97Oa t 19897-l9973 l 2a0B 


401747 


9789672 


Mrrus 


118596-118816.119119-1 19244.119809-11976 


401760 


9929699 


Plus 


83126-83250,853200554094719-95287 


401780 


7249190 


Minus 


28397-26617,28920^22045^9135-29296341 


401781 


7249190 


Minus 


832lS*3435£3&1-B3656,63740-fi390l,8423 


4017B5 


7249190 


Minus 


165776-185998,168189-166314,166408-16656 


401797 


6730720 


Plus 


6973-7118 


401994 


4153858 


Minus 


4290443124,4321143336,4460744763,4519 


402145 


8010280 


Plus 


113088-114800 


402199 


8576118 


Minus 


84187-84744 


482230 


9966312 


tfnus 


29782-29932 


402239 


7690131 


PUiS 


38175-38304,4213342266 


402260 


3399665 


Minus 


1 13765-1 13910,115653-1 15765,116808-1 1694 


402265 


3287673 


Pius 


21069-21168 


402305 


7328724 


Plus 


4083241362 


402420 


9796339 


Plus 


129750-129919 


402424 


9796344 


Mnus 


64925-65073 


402447 


9796640 


Plus 


4760547729,51696-51821 ,5207052257,5330 


402474 


7547175 


Mbius 


53526-5362B.6575«5920,57530-57757 


402550 


7652009 


Minus 


80413-80673 


402604 


9909420 


Plus 


20393-20767 


402605 


9909420 


Minus 


4768047973 
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402606 


9909429 


Minus 


81747-82094 


402680 


B113438 


PUis 


137634-137768,139702-1 39893,140475-14059 


402777 


9588235 


Pius 


126786-126948 


402860 


8588237 


Minus 


76423-7B5HJ 


402888 


9930892 


Minus 


54727-54901 


402992 


7767907 


Minus 


42137-42515 


402994 


2996643 


Minus 


4727-4969 


403046 


3540153 


Minus 


65707-55859,56369-5651 1 


403047 


3540153 


Mnus 


59793-59968 


403071 


8954241 


Plus 


136688-137095 


403083 


6954241 


Plus 


1 69B94-170193.17G504-1 70806 


403171 


9B38164 


Mnus 


74502-74703 


403328 


8489086 


MEnus 


120428-120703 


403329 


8516120 


Plus 


96450*S659B 


4033B1 


. 9438267 


Minus 


2 6Q 09-26178 


403409 


9438698 


Plus 


6860-7054,12573-12771 


403433 


9719611 


Minus 


72225-72437 


403478 


9956258 


Plus 


116468-116564 


403715 


7239669 


Plus 


85128-B5292 


403740 


7630882 


Plus 


86504-87227 


403775 


7770511 


Mnus 


1414-1513,1624-1758 


403903 


7710671 


Minus 


101165-102597 


404029 


7671252 


Phis 


100716-111112 


404049 


3668074 


Minus 


75765-78155 


404210 


5006246 


Plus 


169926-170121 


404240 


5002624 


Minus 


116132-116407,116653-116922 


404263 


9367202 


Minus 


55E75-56Q55 


404286 


2326514 


Plus 


51068-51301 


404298 


9944263 


Minus 


73691-73723 


404403 


7272157 


Minus 


72053*72238 


404440 . 


7528051 


Phis 


8043041561 


404866 


9366919 


Minus 


11743-11929 . 


404877 


1519284 


Plus 


109W107 


404327 


7342002 


Plus 


c ne □fusajDC *3 
Dat)aiM£73O0 


404996 


8007890 


Plus 


37999-381 45,3B652-3B9Sa,39727-3987£4Q5S 


405001 


6015406 


Minus 


104646-104819 


405025 


7107727 


Plus 


105267-105343,106184-106294,108387-10653 
358i6-3600A365B7-3G684 


405121 


8102330 


Minus 


405238 


7249119 


Minus 


B1728-51836 


405239 


7249119 


Plus 


144345-144464,144690-144836,151750-15188 


405451 


7622517 


Minus 


145949-146227 


405545 


1054740 


Plus 


118677-118807,119091-119296^121626-12182 


405546 


1054740 


Plus 


124010-124183 


405547 


1054740 


Plus 


1 24361424520,124914-1 25050 


405646 


4914350 


Plus 


741-969 


405704 


4204244 


Plus 


138842-139061 


405770 


2735037 


Plus 


61057-62075 


405849 


76S1817 


Minis 


17705-18287 


405832 


7787812 


Minus 


123525-123713 


406061 


9123861 


Mnus 


38115-38691 


406137 


9166422 


Minus 


30487-31058 


406173 


7230224 


Ptus 


12925-13213 


406348 


9255985 


Minus 


71754-71944 


406360 


9256107 


Minus 


75137573 


406399 


9256288 


Minus 


63448^3554 


406434 


9266651 


Minus 


17803-17931 


406487 


9795551 


Plus 


182212-182958 


408506 


7711374 


Minus 


6843-8077 


406547 


7711513 


Minus 


172780-174358 



Table 4A lists about 425 genes up- regulated in breast cancer compered to normal adurttfssues and to iion-mallgnant breast tissues. These genes were selected from a starting 
celtec&on of about 59660 probes ete on the A1fymetrWEo&-Hu03 GeneCttp® array. The 'average" breast cancer level was set to the 90th percentile value amongst breast cancer 
sperinens, The 'average' normal adult tissue (aval was set to the 75th percentile value amongst non-malignant adult tissues. Certain predicted protein domains am noted. 

Table 5A lists about 231 genes unregulated In breast cancer compared to normal adult fesues and to norwnattgnant breast tissues that are liter/ to encode proteins amenable to 
modulation by amdl molecules, peptides, or antibodies. These were selected similarly as for Table 1 Hie "average" breast cancer level *as set to the 90th percentile value amongst 
breast cancer specimens. The 'average" normal adult tissue ravel was set to the 50th percentile value amongst non-mrtgnant adult tissues. The protein products of these genes often 
contain one or more domains Indicative of have oncogenic function or of transducing Intracellular signals, or of being modulatabla by smal molecules, peptides, or antibodies (e.g. 
pWnaue, death-doman, 7tm. prwsphafeae, or ioiutransporterj. Certain predicted prt*eiji dowsing are noted 

TABLE 4A: ABOUT 425 GENES UP-REGULATED IN BREAST CANCER COMPARED TO NORMAL ADULT TISSUES 

Pray. Unique Eos probaset Identifier number 

ExAccrc Exemplar accession number. GeoBank accession number 

UnlGenelD: Unions number 

Pred.ProtDpma'ns; Certain prodded protein domains. Abbreviations used: TM t transmembrane domain; SS, sfgnal sequence; =Y r very likely to contain; ^M, 

Hfeely to contain; =N, less Bkery to contain. AD other protein domain abbreviations are torn PFAM {Nudax AcWs Research, 2002. 30276-2801. 
UriGenaTTrJe: Urigena gene title 

R1: RbOo of 90th percentile of tumor to 75th pBicentBe of normal body fesue 

Pksy ExAccn UniGenetD Pre&Prot Domains UjUGeneTrtle R1 
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419551 
426174 
409940 
426471 
417931 
447SEB 
405387 
421814 
406867 
426104 
4214B1 
422511 
426539 
419693 
419329 
418344 
407116 
4I73B9 
419452 
421SS2 
409453 
409632 
417515 
411573 
418751 
4220B7 
421143 
408491 
417944 
409062 
422261 
425308 
408349 
449019 
435561 
410667 
429455 
414407 
419390 



AW582256 Hs.91011 

AAS47959 Hs.115833 

BE174629 Hs.321130 

X57348 Hs.184510 

W95642 Hs.82961 

AA3405O5 Hs. 105887 



L12350 

AA157857 

AB04418 

AW391972 

AU076442 

AB011155 

M133749 

AYQ0722O 

AA2163B7 

M1309B6 

BE250954 

U33635 

AF02G6S2 

AJ685518 

W74001 

L24203 

ABO29C00 

BE3B9014 



AB024536 

AJ08B063 

AU077196 

AL157466 

M36803 

M97639 

BE646947 

AJ949Q95 

AA351978 



411089 
450172 
449717 
451529 
435370 
411761 
424223 
426935 
408796 
407230 



447523 
430163 



414822 



444764 
453B57 
413B59 
440369 
418140 
4413B4 
424464 
423582 
432562 
433320 
429165 
416964 
448913 
430154 
400495 
442599 
448520 
431309 
426465 
435858 
4460S1 
451982 
450334 
431890 
434449 
422699 



AI472111 

AA147026 

AI7Q1162 

BES02341 

M456454 

HMJM5864 

AB040935 

A19179Q1 

A1964074 

A1733B48 

AJ243706 

NMJM0OB8 

AA5B6292 

M157857 

AC007954 

AI812027 

AWS68343 

AA852804 

AA156S42 

AJ089575 

D12485 

AL080235 

AWW2356 

AW1 76150 

BE613838 

AA447849 



BE000831 

BE531048 

D60647 

AW008986 

H3B7B5 

AA194422 



AFD7BG37 

ABQ02367 

AW451711 

UMJD05207 

AF254260 

BBMBOBI 

F13D38 

AFD35959 

X17033 

AW9534B4 

BB41O590 



Ks.108623 
Hs.182265 
Hs.190060 
Hs. 104696 
Hs.117938 
Hs.170290 
Hs.301350 
Ks.288998 

H&27162? 

Hs.82045 

Hs.90572 

Hs.105700 

Hs.95612 

Hs^5279 

Hs.62237 

Hs.70823 

Hs.372548 

Hs.111301 

Hs.102171 

Hs.7882 

H 3 ,829S5 

Hs£015D 

H*l346935 

He.155585 

Hs.44276 

Hs.87778 

Hsv4943 

Hs.65436 

Hs^7B594 

Hs76704 

Hs,331904 

Hs.3402 

H 5^55702 

H&24567 

H3J23354 

Hs^08S41 

H&.22583B 

Hs.71935 

Hs.143323 

Ns.172928 

Ha.170345 

Hs.182265 

Hs.121371 

Hs.76277 

H&145582 

Hb.125359 

Hs.72127 

H&374574 

Hs,11951 

H&35B61 

Hs.6364 

Hs.132449 

Hs.83551 

H&2S86G0 

H5.17952 

HSJ23837 

H&278422 

Hs.260579 

Hs.118258 

Ks.60706 

Ha.22584 

Hs.234726 

Hs.324051 

Hs.21355 

Hs.313760 

Hs,170040 

Hs.283009 

H&37054 

Hs.27373 

HSJ24879 

Hs.271986 

Hs-3849 

Hs.119257 



TM=M;SS=M 



s,pyri4oxal_dB 
14-33;TM=*tSS*N 
tneM;TM=N;SS=M ' 
Jaealfo;TM=N;SS=M 

E6F,fep_1 I vwc t TSPN.l5p„3; 
Jternent^P;TM=N;SS=M 

TM=M;SS=M 
OoHagen,none 

SH3,PDZ,Guanylaie_fei;TM= 

ATPIGIJ^UU^ATaiTF^YiSS^M 

$J00;TM=M;SS»N 



lg,pWnase;TM=Y;SS^M 

Fz,NTR;7M=M;SS*M 

cadhBrin.cadhertn.Cadheri 

serpln;TM=r*SS=N 

rf-BJ»x>zf-lJBR1;TM=M:SS= 

SuKalase;"n#=MtSS=N 

SH2,none 

fn2,heniopQx)n»Peptidasfi_M 
t&WLRRNT,LJlFCTTM=M;S 

v*c 1 OQU^en,COLH;-m=N:S 

hemope)dn;TM=N;SS«M 
ig>nngle p pjdnase l F2;TM= 
homeobox;7M==M;8S=N 

MA6E,CysJonotEGFJamlnln 

LysyLoxfdase;TM=N;SS=M 

lectin_c 

PM 3 23LCIaudln 1 PMP2^_aaud 



SH3ihonrane3;TM=M;SS=N 
GlycoJransl^;TM=N;SS=N 
actin,non& 

EGF.lhS.fJbrinogeruQtoxi 
2f-C2H2;TM=M;SS=W 
PHD, ARI D jmjQjmJ N^f-GHH 
vwc J Conagen,COU=l;TM=M:8 
horrnorta.jec.zWM . 
filanentb2JP;TM==N;SG=M 

TB2J3P1J^VA22;TM=:Y;SS=M 
ethsnd.emarid 

«,RIbosomaLS19fm^N5;SS= 

homeotwOtlH 

iiomcobaxjicoa 

SomstomBdln_B,EndcBMrcteas 

TM=Y;SS^M 

SAMJOT.nons 

TM=M;SS^W 

7imJJ,nor>e 

tofnaobax t none 

TGFb^pertfdeJGF-beta, 

zfX2H2;TM=M5S*N 



RawidOKin_2;TM=M:S8=^ 

rm^zW^BP.pkinase.GST^ 

serpliuTM=M;SS=M 

TM=Y;SS=N 

SHaa*;TM=M;SS=N 

pWnasa,DCX;Tfy{=M;SS=N 

rromeobroyione 

KIPJTM=M;88=N 

EpMnAjfeBmlMsrnu-el 
NAiNA 

PAP£TMaY;SS=M 
vwa,lniegiHAFG-GAP;7M=« 
efhand,FKBP;TM=M;SS=N 
SH3,HS1jBp;7M=M;SS=N 



snterfor gradient 2 (Xenepus teevfe 
Homo salens similar to Echinoadfri 
mejanopWIln JMLPH), mRNA 
sbaffih 

tnsfoll factor 3 (intestinal) 

EST3. Weakly sfenlarto Horoolog of 

TapatExon 

thrombospondin 2 

)«ra5n 19 

ESTs 

WAA1334 protein 
colagen, type XVJI, alpha 1 
dfccs, lange (Drosapfilb) homotog 5 
FXYDdomaln-contakiing ton Iranspor 
S1004ypa caldom binding protein A 
tfxnc16b02s1 NCLCGAP^rl Homo sap 
EST* 

mid kins (neurtte growth-promotbig f 
PTK/ protain tyrosine WnasG7 
SOGTSted fnzzled- related prolan 4 
ESTs 

serine (or cysteine) proteinase inh 
' ataxlavtelangieciaste group D-assoc 
K1AA1077 protein 
pho^)hoinoaib"dB-3^lnase, legutelo 
matrix metaBopnotan&sa 2 (gelaHn 
Immunoglobulin superfamilv conb^l 
ESTb 

collagan, type V, alpha 2 

Homo sapiens mRNA; cDNA DKFZp564Bia 

hemopeidn 

rBcapior (yrosrns kinase-Vko orpha 
hornet? box C1Q 

ESTs, Waaltly slmBartoT2234l hypo 
hepatocelliiiar carcinoma assodatatf 
ty^yt oxldaso-lfke 1 
C0209anHo8d 
E8T& 

hypolhoflcar protein MGCt 1 138 
ESTs 

cell division cycle 2-Wfce 1 (RTSL 
signal bansduction protein (SH3 co 
cerebral cell adhesion molecule 
ESTs 
ESTs 

pdaOve 2liw finger protein from E 

putaCva DNAfchramaffn binding moil 

collageit.^pel.alphal 

ESTs 

keratin 19 

hypothetical protein DKF2p434P0111 
Homo sapiens, done MG&93S1, mRNA, 
DKFZP434J1735 protein 
Thy-1 cell suifece an^gen 
ESTs 

progesterone membrane binding prote 
ectonucteotide pyrophosphalase/pHos 
RHs-rnduced senescBnce 1 (R1S1) 
Homo sapiens pynwate dehydrogenase 
downstream of hwaslcancer antigan 
nicrofibjfflar-associated protein 2 
retincic add induced 3 
ESTs 

Homo sapiens cOMA FU 11812 fe, do 
DKFZP5S6G1 122 protein 
ESTs, Highly sVnlarto CTXN RAT CO 
prostate cancer associated protein 
diaphorase (NADH/NADPH) (cytochrome 
myosin VI 

serine (or cysteine) proteinase Inh 
ENSP0DQM2247l6^GTP-o)hdhg protef 
RdA^sscdated inhibitor 
doublecoffin and CaM Unasa-lke 1 
ESTs, WeaWy sunlarto 138022 hypo 
platelet-derived growui factor reco 
faihelinl 
ephrtn-A3 

Homo sapiens mRNA; cDNA DKFZp564017 
phosphalidic add phosphatase type 
htegrin. alpha 2 (CD49S, a^he 2 s 
hypothefeal protein FU22041 slmH 
emsl sequence (mammary tumor and sq 
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423057 
452063 
450890 
416283 
416351 
426255 
408113 
407792 
422765 
429359 
442572 



AW981597 

R53185 

AF131784 

S79695 

AW204907 



419548 
4214B5 
440273 
417363 
451277 
421&23 
452239 
444296 
451541 
451304 
429556 
441094 
407788 
451292 
437762 
433399 
408056 
404573 
443883 
445064 
453680 
424125 
437377 
422662 
422320 
433078 
411&94 
425976 
418113 
418753 
452679 
421030 
431567 
426363 
447151 
448717 
425857 
423940 
426742 
435813 
420005 
410867 
402531 
449029 
424806 



T82427 

AI077715 

AW409701 

W0D482 

AI0Q1922 

A15B0252 

T73S61 

AA243499 

AI805392 

AW1 29357 

AK001123 

N40850 

AW37937B 

A1625304 

BE279383 

M92642 

AW1 39399 

U33819 

BE514982 

AB037716 

T78028 

N46406 

AA312329 

AF183810 

M114212 

H3B914 

AIB03166 

M31689 

AL359573 

AIS62QBO 

AI745249 

AWO 151GB 

M57609 

C75034 

AJ272141 

BE217816 

2423H7 

AW161357 

N51357 

M58524 

A1022B13 

R67419 

D60385 

NHJ312429 

AA383B28 

AA700553 

AW2711QS 



Hs.130816 

Hs.32366 

Hs. 25318 

Hs.83942 

Hs.6B72 

H&^OOB 

Hs.194101 



424036 
453328 
407112 



446091 
424651 
409178 
4170S9 
431194 
430397 
416969 
427378 
424012 
418840 



433430 
422491 
435114 
416899 
422110 
4485G0 
414945 
422119 
447335 



AB 037745 

K28969 

AA382523 

AI091531 

AAA136B7 

AA770688 

AW970960 

AA070801 

A1570830 

AWQ22192 

AW93206 

8E393948 

AL037672 

D43704 

A1924533 

W33191 

BE515037 

AW36B377 

AI821614 

AF234887 

AI853735 

AA338S46 

M77S483 

BE262645 

AJ378736 

BE613183 

BE07635B 

AB77829 

BE617695 



Hs.1576 

Hs.2399 

Hs.135121 

Hs.2555fi5 

Hs.91877 

Hs.104800 

Hs^ 25335 

Hs.329700 

Hs.26176 

Hs.28625 

H3.3562B9 

Hs.201008 

Hs.26557 

H8.262G8 

Hs.314807 

rte.7647 

Hs.38991 

Hs.26204 

Hs.154679 

Hs.84700 

Hsw42331 

Ha.26102 

Hs.9930 

Hs.250848 

Ha.135121 

Hs.1735 

Hs.124940 

Hs.118397 

Hs.23650 

Ks.121575 

Hs.72916 

Hs.334514 

Hs.83484 

H&87018 

HsJ3883 

Hs.101174 

Ks.260855 

Hs.2025 

Hs.92679 

Hs.21851 

Hs.12079 

HsJZ77728 

Ks.181131 

Hs.368614 

tfc.133294 

HaJfiO 

Hs.104696 

H&22691 

Hs.105689 

Hs.203845 

Hs.188173 

Hs.348495 

Hs^93821 

Hs.51615 

Hs.174870 

Hs.200197 

Hs.120785 

Hs.50915 

Hs*1071 

Hu_250712 

Hs.105607 

Hs.26907 

Hs.177556 

Hs.137559 

Hs.185631 

Hs.57652 

H&369982 

He.U7546 

Hs.288936 

Hs.80420 

H3.121555 

Hs.23213 

Hr.77667 

Hs.111882 

Hs.286192 
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hccnoo box, none 

1rypsl*TM=M;SS=Y 
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HC03_t»traisp;TM=Y;8S=N 
SH3;TM*M;SS°N 
MAGE;TM=M£S=W 
SAM,P53;7M=M;SS=M 

7fri£EGF,jcacfteriftjBmaii 

trryrogkMlnJI.lGFBP.zf- 

TM^M^^Y 

ODCj^RibosamBL)L9_N;TM= 

IL8;TM=M:SS=M 

kazsl.none 
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UPARJ-Y^TOHy!;SS=M 

WD4fl;TM=rVtSS=N 



ESTs, Moderately sfrthrto (38022 
ESTs, Weakly sfcnBar to TWSTJHUMAN 
Hwno sapiens dona 25194 mRNA sequa 
celhepsto K (pycnodysosloste) 
ESTs, Weafcry similar to CA13_HUMAN 
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312 




AW194364 


HJL9B77 


An i hi d_q?. id qsq, r au_c m □ n g 


* It t il - A ^— -i 1 _,«„«..•. 4 1 - < 

inteneukin-4 induced gene-1 prota 


3.1 


426418 


M90464 


Hs.169825 


CoHagm,C4 p VPRiTM=N;8S=M 


collagen, type IV, alpha 5 {Alport 


3.1 


413076 


U10564 


HS.751BB 


p5cinase;TM=M;S8=N 


wbb1 (S. pembe) homotog 


3.1 


407874 


AI766311 


Hs.289047 


COQ7 


Homo sapiens cDNA FU 14059 fts. do 


ai 


448019 


AW947164 


Hs.195641 




ESTs, ModerataV similar to 138022 


ai 


427024 


AA307572 


Hs348902 




dnofnosontfi 1 1 open reading frame 14 


ai 


410261 


AF076612 


Hs.166186 


Vwc.W2,MWyilF4G 


Homo sapiens done 23826 mRNAseqae 


ai 


447205 


BE817015 


Hs.11006 


LEA,pBrffirin;TM^*;SS=N 


ESTs, Moderately similar to T17372 


ai 


434433 


AW629759 


Hs^127l 




gb:hh70e05.y1 NO_CGAP_GU1 Homo sap 


3.1 


439737 


A1751438 


C1q,Cto!lagen.ruine 


Homo sapiens mRNA full length Inser 


3.1 


450157 


AW961578 


Hs,60178 


F»H l BBwL41 l RhoGEF l none 


ESTs 


ai 


445989 


H97754 


Hs.11108 


ESTs 


ai 


442213 


N38110 


Hs.305971 


stiga-^TM=Y;S8=M 


solute earner family 2 (fariftete 


ai 
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402496 
438974 
439935 
412276 
416950 
456157 
462753 
414420 
44S22S 
453143 
411441 
422921 
444441 
438729 
427B90 
444336 
427976 
413040 
427515 
451092 
442222 
452613 
447191 
412B90 
4163X3 
440006 
434042 
420578 
432269 
424927 
440100 
452408 
441362 
418444 
423464 
424604 
420059 
453271 
411274 
434095 
403439 
413244 
411756 
409007 
452547 
414359 
433212 
449123 
431176 
419245 
434433 
449177 
430449 
462897 
451678 
445457 
4076S7 
431629 
432302 
442S49 
437859 
447400 
411734 
443547 
417000 
416987 
424494 
414496 
413336 
434314 
401036 
418246 
407688 



AF069316 

M742697 

BE262621 

AUM9798 

AW979153 

AA026049 

AA043424 

AJ744964 

AA382234 

AL042355 



AWB13841 

BEE21Q07 

M435761 

AV651680 

AI494291 

AA19333B 

T79526 

A1207256 

AHK1301 

AM61599 

NMJJ14521 

TB5247 

BE244231 

AK000517 

At589941 

AA297634 

NM_002447 

AW973666 



424744 
452195 
4159BS 
418399 



404661 
414152 
421307 
444868 



AA306477 

BEG14410 

AI902899 

NMJH6240 

AVU865338 

AF1614S6 

AA903424 

NMJ02776 

AA011117 

AW955951 

BE2943S0 

AL122107 

AA335295 

M62194 

BE218049 

D50920 

AI026904 

AJ732742 

AA635305 

BE616694 

AA352723 

At702223 

AA374181 

AF168793 

AA04392S 

AU077025 

AA345B57 

AI751601 

AJ47206B 

AK000322 

AW374954 

AW271273 

BE277919 

D86957 

07B576 

W73853 

AJ56933B 

BE392921 

AA08B767 

W25317 

AF117646 

AW1757B1 

AA994712 

BE407713 

AF131781 

RH247 



Hs.6454 

Hs.62492 

Hs.73798 

Hs.80552 

Hs.336881 

Ha.277728 

Ks.76095 

Hs.14449 

Hs.356289 

Hs.70202 

HS351G25 

Hs.301394 

Hs3513t6 

Hsl373623 

HsJ0855B 

H&369171 

Hs.12321 

RS.17951B 

Hs.13766 

Hs.164773 

Ks.23459 

Hs.17667 

Hs.351875 

HS.84D3B 

Rs.6844 

Ks.8264 

Hs.54925 

Hb.2942 

Hs.153850 

Hs.158549 

Rs .29379 

Hs.23044 

Hs.85155 

Hs.128856 

Hs.151076 

Hs.94760 

Hs.6786 

Hb.69423 

Hs.3745 

H&1592B5 

HsJ1091 

Hs.49599 

Hs.74120 

Hs.75929 

Hs.121820 

Hs.23106 

Hs.293662 

Hs.87440 

Hs.375591 

H&2BBD42 

HaJW1471 

Hs.107253 

rte.267S9 

Hs.12743 

Hs.339352 



Hs.274307 

Hs.8375 

Ha^75604 

Hs.18457 

Hs.71779 

Hg.356487 

Hs.306019 

Hs.80712 

Hs.149255 

Hs^55424 

Hs.296178 

Hs.3797 



Hs.37616 

Hs.156B37 

H8.162720 

H&.116878 

Hs.78943 

Hb.84753 

Hs.247735 



N&L003248 Ha.75774 
BE539976 Hs. 103305 
BE560471 Hs.12101 



TM*N:SS=M 
MIF^sugarJr.none 

transmembrane4 l none 
CRAl^TRIO.none 

TM=M;SS=N 

TM=M;SS=N 

uerpfn;TM=N;SS=M 

WD4Q;T1*:M;SS*N 

AAA.harracn8_req,zf-C4 

IRK;TM=Y;SS=N 

TM=Y;SS=M 

RF\.QN^.WndIng t Jione 

iilegr¥i_AF^GAP,rior>e 

N2L_Ca^Ex;7M=Y;S8=M 
EMP24_GP20;B^Y^=M 
filarrient7M=N;SS=N 
kyp6ln l kringte,UPAR_LY6 

SH3;TM=M;SS=N 

COX6C;TM=M;SS=M 

TM=Y;SS=N 

AAA,NBnARC i PAAD__DAPJr^NA; 



|)Wnase 1 Sema,PSI l TiGM_E 



TM=M£S=N 

TM»N;SS=N 

zf-OCCH;TWM;SS^N 

CoEaoen;TM=Y;SS=N 

7M=M;SS=N 

ras.none 

LtM;TM=M;SS=N 

ftypsln;TM=M;SS=K 

EGF.F5J=8J»eJC;TM=N;SS= 

ank;™=M;SS=N 

BTB,Pep_M1 2B_propep,RepiD 

pkJna5e 1 F5_Ffi_t^e_C;TM=Y 

IEA;TM=M;SS=H 
cadherin t Cadherin„C_leiTn: 

TM=M;5S=N 

MCPs1gnal 1 larfrfii_p i laiiiin 



WH1;7M=M;SS=N 
K-bajt,TH=!N:SS-M 

C8fiuwyibw»sf;TM==M;SS=M 

foafoTM^S^M 

TM=M;SS=Y 

TlGsTM^IUtSBsN 

MATHzf-TF?AF k rfC3HC4;TM- 

elF6^!F2&W2;TM=M;SB=N 

ms.nona 

TM=Y;SS=*M 

GTPJBCfTM=N;SS=M 

PIP5K;TM=N;SS=M 

pWnase J F5_F8Jyp^_C ) odh_ 

OoclOtfinr7M=*fcSS«N 

ras,flrtTM=M:SS=N 

TM=M;SS=N 

TM*Y;SS=M 

zf-C3HC4 l CW_N,CbLN2 I £23l 
TM=M;SS=N 

PepLC1-JIk^TM=N:Sg=H 
TM»N;SS»N 

cadhfirin,ripocaIiri;TW=5M;S 
TM=M;SS=N 

EGF > TSPN 1 bpJ;TM=M;SS=M 

chromo 

Tfct=N;SS=M 



Target Exon 

chromosome 19 open reading frame 3 
KMJ)52fl63:Hcrno sapiens secretogtobt 
macrophage migration inhibitory fee 
dermatDponlfo 
ESTs 

SEC14 [S. cerevisiaej-llie 2 
fmmedlste early response 3 
KTAA1609 protein 

prolan tyrosine phosphatase, recap 

WD repeat domain 10 

Komo sapiens cDNA: FU23260 fis, d 

hypoUwtfcal protein MGC3101 

transmembrane 4 superfcmly member 

ESTs 

ESTs 

ESTs 

sodium calcium exchanger 

Integral type I protein 

Homo sapiens mRNA for FU0QO74 pro* 

ESTs 

ESTs 

SH34omain binding protein 4 
cytochrome c oxidase subunft Vic 
CGMJS protein 

MAIP2 protein; PYRIrWfcntaWng APA 
Homo sapiens, Simter to tumor diff 
K1AA185B protein 

macrophage stimulating 1 receptor ( 
hypothetical protein C321D24 
ESTs, WeaWy srrilar to T2D3.HUMAN 
hypothetical protein FU10687 
RAD51 {S, cerevtslae) homolog (E co 
txrtyrato response factor 1 (EGF-res 
CSR1 proteki 
K1AA1243 protein 

RAB23, membar RAS oncogene famBy 
ESTs 

kaBlkreln 10 

milk ral flbbrfe-EGF factor 8 prate 

NM_031419*:Homo sapiens molecule po 

kruppel-reiated zinc finger protein 

discoidln domain receptor famfty, m 

Kobid sapiens mRNA;cDMA DKFZp434G08 

adipose specific 2 

cadherta 1 1 t type 2, OB-cadnerin (o 

ESTs 

WAA0130gena product 

ESTs 

ESTs 

ESTs 

hypothetical protein FU14299 
RNB6 

hypoihetical protein DKFZp761 F241 

DKFZP564D0764 protein 

camifina Occtanoyitrar^terase 

Homo sapiens bro&erof CDQ (BOC) m 

Interferon, alpha-foducfefe protein 

KtAA1442protaii 

TNF receptor-associated factor 4 

KIAA1856 protein 

hypothetical protein FU20316 

Home eapbns DNA from chromosome 19 

hypothetical protein FU126S6 

ESTs. WBa%Btmilarto AUJ7_HUMAN 

WAA0202 protein 

pho-sph atldyl] nos ItcM- pbos phato 5- 
ESFs 

hypotheticBi protein FU22637 
RAB28, member RAS oncogana family 
ai0O042&gll45O7721lrafjNP_003310. 
transmarnbranei prostate androgen bi - 
Human 09 spice variant B mRMA. com 
Cas-BrM (murine) ectropic retrovir 
fitphase pHosphoprotflln 6 
ESTs 

bleomycin hydrolase 
hypothetical protein FU12442 
protocadherin alpha 10 
C9D0O306*grj127372B0MXP_0056B2 
thrombospondln 4 

Homo sapiens mRNA; cDNA DKFZp434B04 
hypothetical protein 
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3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3,1 

ai 
ai 
ai 
ai 

3.1 

ai 

3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 

ai 

3.1 
3.1 
3.1 

ai 

3.1 
3.1 
3.1 
3.1 
3.1 

ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 

3.1 

ai 
ai 
ai 
ai 
ai 
ai 
ao 
ao 
ao 
ao 
ao 
ao 
ao 
ao 
ao 
ao 
ao 

3.0 
3.0 

ao 
ao 
ao 
ao 
ao 
ao 
ao 
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3.0 

ao 
ao 
ao 
ao 
ao 
ao 
ao 
ao 
ao 
ao 
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450214 

452B64 

422105 

422276 

434067 

412676 

426801 

421983 

429259 

40B91Z^ 

438746 



BE439763 

AA338859 

A8297Q0 

AF072B73 

H18913 

NM_O00165 

AA4S6B46 

AI252640 

AI62G463 

AB01UB4 

AI8&5815 



Hs.227571 
Hs.1B397 
11880 
Hs.1 14218 
Hs.124023 
Hs.74471 
Hs^71795 
Hs.1 10364 
Hs.347408 
Hs-48924 
Hs,134727 



RGS;TM=M;SS*N 

TM=M;SS=M 

TM*M;SS*N 

Fz.FrizzfedJtm^TT^Y.-SS 

coimerin,Connexin43;TM=»y; 

prajsomerase.none 
TM=Y;SS=N 

AfmadHb^eg;TW=M;SS=M 
lrari5fenin,GuanyIateJdn 



regulator of G-protaTn signalling 4 
hypothetical protein FU23221 
endosuifinealpJia 
fnzzfedJDroaophfla) homotog 6 
Homo sapiens cDNA FU 14218 fe, cto 
gap function protein, alpha 1, 43 KD 
ESTs, WeaWy similar to 138022 hypo 
pepfidylprajyl feomerasa C (cyctoph 
hypothetical protein MGC13102 
KIAA051 2 gene product ALEX2 
Human roelanoma^ssodated antigen p 



3.0 
3.0 
3,0 
3.0 
3.0 
3.0 
3.0 
3.G 
3.0 
3.0 
3.0 



TABLE 40 



PkBy: Unique Eos probeset Identifier number 
CAT number Gene cluster number 
Accession: Qenbank accession numbers 



Pkey 

418344 
412703 
434241 
422340 
455034 
434433 

TABLE 4C 



CAT Number Accession 



245371_1 

1243670J 

6341 4 J 

B8443_1 

685586J 

111338L1 



AA216387 T63548 AA228676 
AW384759AW984744 
AF1 19913 AI207698 R57074 

BC012771 BG397153BF36619BAA337277AA319285 AW843252 

AA136S53 AA13B655 AW450979 AA984358 AA809054 AW238038AA492073 BE168945 

AAfi33408 AW749955 AW629759 AJ651005 



Bcey: Unique number corresponding to an Eos probeset 

Rat: Sequence source. The 7 digit numbers in this column are Genbank Identifier (GIJ numbers, "Dunham I. et al." refers to the publication entitled The DMA 

sequence of human ctiromosome 22/ Dunham I. et al.. Nature (1999) 402^*89495. 
Strand: Indicates DNA strand from which exons were predicted. 
NLf»sltlon: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


Nt_posffion 


403387 


9236180 


Plus 


116229-116371.117512-117651 


400496 


9743S64 


Plus 


41515-41695 


402496 


9797769 


Mnus 


8615-9103 


403439 


9719679 


Plus 


91463*91632 


401038 


7232177 


Minus 


4277-4469 


404661 


9797073 


Pius 


33374-33675,33769-34008 



TABLE 5A: ABOUT 231 GENES UP-REGULATED IN BREAST CANCER COMPARED TO NORMAL ADULT TISSUES THAT MAY ENCODE EITHER ENZYMES OR 
PROTEINS AMENABLE TO MODULATION BY SMALL MOLECULES, PEPTIDES, OR ANTIBODIES 

Pkey: Unique Eos probeset identifier number 

ExAccrt Exemplar accession number. Gem Bank accession number 

UriGeneJD: UnlGsne number 

Pred.ProtDomalns: Certain predicted protein domains. Abbreviations used: TM, transmembrane domain; SS, signal sequence; =Y, vary likaV to contain; *M, 

Italy to contain; =N, less fikety to contaki. Al other protein domaTn abb revisions are from PFAM (Nucleic Adds Research, 2002, 3u>27l>280) 
UmGene gene true 

Ratio of 90th percsnfle tumor to 50th percentile of normal body tissue 



UnlGene Title: 
R1: 



Pkey ExAccn 



409340 
421481 
419693 
417389 
414521 
438091 
413815 
439180 
431441 
452547 



BE174629 

AW391972 

AA133749 

BE260964 

D28124 

AW373062 

ALD46341 

AI393742 

UB19B1 



441384 
419223 
413859 
410687 
422699 
419462 
427378 
444784 
436972 
412926 
425280 
432636 
423778 
424208 
444797 



AW379378 
AA447648 
MOW 
AW992355 



8E410590 

1)33635 

BE515Q37 

D12485 

AA284679 

A1879078 

U31519 

AA340864 

Y09267 

NMJW3734 



IMGarwID Pred.PratDomalnR 

Hs.321130 aa_permeascs,pyridoxai_dB 

Hs.104695 TM*M;SS=M 

Hs.301350 ATP1<aj>LKUittT8;TM*Y;SS=M 

Hs^2045 RK^MK;TM=M;SS=Y 

Hs.76307 DAN:TM=M;SS«M 

Hs^51546 hormone_rec,2f-C4^iww 

Hs.75562 pWnase p F5_F8jype_C;TM=Y 

Hs.1 99067 Funn-flce,p)*i38e l Rficep_ 

Hs.2794 ASCJM=Y;SS=N 

Hs.74120 LEA;TM=MjSS=N 

Hs,356289 

H9J2BD660 7tm_3,ncne 

Hs.1244 transmerrrbrane4;TM'=Y;SS=M 

Hs.B364 SAM_FtfT,none 

Hs.65436 LysyU>xWase;TM=N;SS=M 

Hs.1 19257 SH3,HSljep;TM=M;SS=N 

Hs.90572 lg,pkir«5e;TM^Y;B3=W 

H3.177555 MAGE;TM=M;SS=N 

Hs.1 1951 Somatr^TiedJn^B.Endonudeas 

Hs.25640 PMP22J&udin;TM=Y;SS»M 

H 5,75061 MARCKS;TM=N;SS=W 

HS.1B72 PEPCK;TM^tSS=N 

Hs.278562 PMP22jClaudin;TM=Y;es=M 

He.132821 FMO^ika^uedox;TM=Y;8 

Hs.198241 Cli^r^j)xkf r Cu_arninejox 

Hs.12002 SH3£AM;TM=lk/fcSS<=N 



UnrGeoeTttfe 



In (MLPH), mRNA 
KTAA1324 protein 

FXYD Axnaivcontalnrng ton transpor 
mfdklne (neurits growth -promoting f 
neuroblastoma, suppression of tumor [DAN) 
nuclear rece ptor subf ami ly 1, group 
dtacckSn domain receiptor family, m 
v-erb-b2 avian erythroblastic leute 
sodium channel, nonvoitaga-gatod 1 
adipose specific 2 

protein tyrosine phosphatase, recap 
retinopc acfd Induced 3 
C09 anflgen (p24) 

Homo sapiens pyruvate dehydrogenase 
lysyl oxMasfrflke 1 

emsl sequence (mBmmary tumor and sq 
PTK7 protein tyrosine kinase 7 
melanoma antigen, family D. 1 
ectonucfeofide pyrophosphatase/phos 
daudln 3 

macrophage myrfstaylated atanfne-rf 
phosphoertolpyruvatB carboxyldnase 1 
oJaiirim7 

flavin containing rrKxio oxygenase 2 
amine oxidase, copper contafnlng 3 
KiAAOTSOprotefn 
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13.2 

13.2 

12.E 

12.4 

12.1 
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402559 




He 17T717 


PAP">-Tk tV-CC-U 

rt^r c, \ WFT l iSs»-M 


443932 






on ww,ri u, none 


421143 




rJS.lUZl/1 


r_ 1 nn 1 nnur 1 rinf*T.Tl < 1 J* n- 

ig.LKrsLHKN 1 T LKKOJ ; \ M=^5 


433592 




Hs 3436 


1 M-ft%o5H N 


410666 


BE379794 


no. lUOUU 1 


U^eJUI, 1 «r r\_CD, 1 M— T |00— NI 


433662 


•m J 04 


rvS- lOUu^v 


rew ADP k~w> or^Titl/f-OtN- 


421653 


AL1 17472 


He IflFM^jl 


cun Cni4i-TM~M'^cs*M 


4253"V» 




nS*caOfcP f 


Lm-J hT m^. "T| 

einany 1 KazBi < afT J fB3,/ur_ 


400290 


n ictWQ 


Me H RTtfl 




438089 


WDS391 


Wis ^W"! 1 ^ 


hwroon9j i ec,zf'C4,non© 


426159 




rK>. ISRnJDf 


Furii-BkB 1 pKlfia8s,R8cep_ 


447191 


mm nM5?i 


r». if 00/ 


oris, i iypM,ao-Iv 


439941 




HsJ6272 


A a t w.nfl v| 

A^_irans; I «r=Y;5S=N 


AIQ^ ft 
13331 D 


AY*iJd#L/4tj 


Hs.6527 


7wTL^QrtC_3STi%GPS;TM=Y;5 


442213 


N 361 10 


ricj. juixt r 1 


Oitnsr h-TMaV'QQcli 


*+ l/JDM^l 


MM {VYJOflR 


r+S./4ooy 


rategriiJV,F&GAP;TM=M:5S 




AA1QAAQ9 
flAlU444d 




rrm7>KanDr,p(anase 1> GST_ 


420168 


AULF77977C 




(HHMUBIfjMWIIAjl iTTl A— Vl P C— 1 J 

transmenvorsneA; I M=Y;Sb-M 


407102 


/VMM 1143 




Iranrnflil nm4 C1UID ACf* 

iranspor\^ix^aWiD > #\xA^ 






HS.£J75if 


TM=N;88=M 


4#3U7o 


U 10554 


H6751B5 


pkJnase;TW=M;8S=M 


443604 


VAI.XJ/ 1 


ns.ao is 


oflinrvNTIJ— M*CC— M 






nS.43MU 


Annaaiio_seg{ iM=M;y!3=N 


432562 


OCEKHUKj 








AA3/b4Uy 




fideftyiateVjnasB.nanB 


417733 






MA«MA 
r*r\NA 


*Kj 1041 


DtZ/3300 


H&26557 


Allhj..1iil- _>_.Tii^iiioa_ii 

AnrediiccLSsegiTM^Mjo^N 


443951 


F13272 


Ks.356835 


PMP22_Cfcnj din, none 






rJS^0O0£D4 


4^31tn 




H3.1624 


Eplnin;TH«M;SS=M 


4VD141 




HS.IIl/ouZ 


CysJ(rol l TGI^beta,vwa,vwc 


438974 


ACTVQflD-fC 

AFuo9d1d 


Hs.6454 


PDZ;TM=N;SS=M 


J 1TT71 

Ai/fr 1 


AAfirtilcDa 


ns.aZiAf 


4i54il© 


b tzbyiXt 1 


HS.140452 


psnlipsi;7M=N;SS=M 


4U4* IK> 


AO f 991 


Up 1 Qocnn 


AL n f» TQA.T*t-ll.eO-IJ 

APipL- 1 SA;TM-M;SS=M 


*ti r 1 IS 




Uo 






A |fV"|4 ftOn 

AJUU 


Hs.13612i 


HSP70 


44791R 
■44rtlD 




HS. toaiCHo 


cyiocb no rne_c; tlk, MA 




ACn79R71 
nrVf £Pf 3 


ns.<14zlo 


rZ,HI2Z]G(I > 7lfi\y;T«VI=Y;&S 


AAAHKt 
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52 






l-nzzKd.hz 


ESTs, WcaWy Simlarfo A475B2 B-CO 


5.1 


A131123B 


Ha. 10447b 


TM=Y^S=M 


ESTs, Weakly similar to CGHU1E coB 


5.1 




nS, j_1 5o/ 




protein phosphatase 1, catalytic su 


6.1 




nS.oUUofV 


rjiq nil IrTrvn r»^-v"n J > C C-Jk J 


HornQsapTans mRNA; cDMA DKFZp547TvW7 


5.1 




Up 1 ponrw 
f is. lg J'J^4 


Matalopr^jM-M.ib-N 


KJAA1026 protein 


5.1 


AYVsboU/o 


Hs.87773 


pWnasc,pkinasE_C»n one 


protein kinase, cAMP-dependent, cat 


5.1 


A! 147061 




speculnrSHSfPH^CK 


gbx4c33a11^1 SoaresjNSFJ : HjW_OT < _p 


5.1 


DCOD7Dl*t 




__,Tll_ IJ.OC— *.l 


splicing factor 3b, subumt 4> 49hD 


5.1 


A WD 1 


Hs. 301394 


IRK;TM=Y;S3=N 


hypothetical f^olein MGG3101 


5.1 


□ecu O'MD 


HS.i/^0o4 


cun.Ti i— ii.r>t>_k.r 

PHD;TM=M^S=K 


Homo sapiens, dona IMAGE:3627B6Q, 


5.1 


AAZWZ/y 


u _ in<io 

H&29173 


nPEUiTlJ^ll'PO^il 

DSPciTM^SS^N 


hypotheScai protein FU20515 


5,1 


VVtMbVfiJ 


Hs,9305 




angiotensin receptor-OkB 1 


&1 


MJ417D 


HS.74o26 


Ad 3pfl n_N r AJ pq a^ac a p'J r>C2 


adaptoRelateii prcteuv complBX 2, 


5.1 


AAOflnT7H7 


Ha, 6727 


_____ njT0. 1 ni-ii.e<c-xi 


RHS-GTPBse activating protetn SH3 d 


5.1 


AW328001 


Hs.6817 


Ham1pJfo;TM=^SS=N 


iirvojira o i jJi i uo pi 1 a wot (lAiwovmuv 


Or 1 


T62B49 


Hs.11090 




me mb ran»-sp siring 4-do mains- subfam 


5.1 


BE407127 


Hs.8997 


HSP70,ig ( Ppx^5 P pA;TM=M;SS 


healshock 70kD prote&i 1A 


5.1 


M1E660 


Hs74335 


HSPSO,HATPaso_c;TM=M;SS=N 


heat shock 90^D protein 1_beia 
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AV656840 


Hs.285115 


1n3:TM»Y:SS»M 


kiterlauWn 13 receptor, alpha 1 


5.1 


AJ24582G 


Hs.6314 




type I transmembrane receptor {sdz 


5.0 


AW409701 


Hs.1578 


BIR;TM=M;SS=N 


baouiovlra! IAP fepeaUxxitalnlng 5 


5.0 


Ai811855 


Hs.7133 ' 


TM=M;SS=N 


Homo sapiens, ctone IMAGE:3161 664, 


6.0 


AWB8B941 


rte.75769 


DEAD,heJicBsa Cmn.Ndr.C 


N-myc downslrsajn regulated 


5.0 


KMUDQ0646 


Rg.1646 


P53 ( WD40,IRK;TM=M;SS=N 


1umor protein p53 (li-Fraumenl synd 


5.0 


AAS23172 


Hs.103135 


REJ,PLAT J PKD,WSC,LRR 


ESTs, WeaWy slmJIar to SFR4LHUMAN 


5.0 


BE242634 


Hs.2055 


TWF V UBACT;TM^M;SS«H 


U&tqidttn-acOvaling enzyme E1 (A1S 


5.0 


AW5B1906 


Hs-65392 


SH3.afti3nd,C2 1 PH.RhoGEF l M 


infersecbn 1 (SH3 domain protein) 


5.0 
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TABLE 5B 



Pksy: Unique Eds probeset identifier number 
CAT number: Gene cluster number 
Accession: Gen bank accession numbers 



Pkey 
437056 
TABLE 5C 



CAT Number Accession 

428504J3 AW376398AI1470S1 AA76fi223AA7433B0 A1803927 



Pkey: 
Reft 



Unique number corresponding to an Eos probeset 

Sequence source. The 7 digit numbers m thfs column are Genbenk tientffier (Gf) numbers. Dunham I, et bV refers to the puWtcaDon entfVed The DMA 
sequence of human chromosome 22." Dunham i. et ai.. Nature (1999) 402:489-495. 
Strand: Indicates DMA strand from which exons were predicted. 
Mtposifion: Indicates nucteotfde positions of predicted ewxia. 



Pkey 
4054B4 



Strand Ntpoerflon 

Plus 159214-193579,199672-199920,200262-20049 



TABLE 6A: 777 GENES UP-REGULATED IN CaON CANCER COMPARED TO NORMAL ADULT TISSUES 

,» 

Table 6A Iteb777 genes up-regulated In colon cancer compared (0 rrarrnal adult tissues. TnesB were selected from 59680 probes eta on the A%metrbt/Edi HuD3 GeneOilp array such 
that the ratio off -average' colon cancer to ■average" normal adult tissues was greater than or equal to 3.0. The "average" colon cancer level was set to the 90* percentile amongst 95 
colon cancers. The Averager normal adult tissue level was set to the 90* percanb'le amongst 209 norHnaJlgnsnt tissues. In outer b remove genespecilte background levets of n 
specific hybridization, the 15» percende value amongst Bw 209 no n-maEanant tissues was subtracted from both the numerator and the Denominator before fte rafib wa s e " 

Pkey: Unique Eos probeset tdantHier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnlgsnelD: Untgene number 

Unlgene Ttttsc Unlgene gene Otto 

R1: Ratio of turnor to normal body fesue 
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447033 
409041 
418DQ7 
422390 
42B1B7 
426368 
422956 
416209 
444783 
415969 
427SB5 
441031 
421470 
439759 
449032 
450531 
432667 
443211 
450221 
406964 
410355 
441377 
413318 
442409 
440304 
426427 
451561 
434032 
426365 
422420 
428664 
446232 
424252 
450149 
419752 
422011 
452461 
431 808 
400534 
448706 
453668 
425820 
400950 
423020 
453922 
447505 
4257G1 
404567 
420536 
414972 
459504 
438018 
447863 
442353 
424905 
451917 
420900 



A1357412 

AB033025 

M13509 

D30783 

A1687303 

BE440O42 

BE545072 

AA236776 

AK0014GB 

A12677C0 

D31152 

AH10B84 

R27496 

AU59055 

AA045573 

AW301032 

AW016936 

AI12B388 

AA328102 

M2(305 



BE218239 
AU075607 



BE159984 



439521 
445676 
40B469 
416738 
446311 
423349 
400195 
411765 



M52S12 

AW00S951 

AA295331 

U03396 

AK001666 

A1281948 

AKD00520 

AW96S761 

AA249573 

U30246 

N78223 

M30703 

AW291095 
AW381270 
AA393167 
M707814 
AA3S3092 
AR953306 
AUW9266 
AW564214 

AJ143139 

BE263762 

BE514127 

AK001160 

ALD47611 

BE378584 

KMJ002497 

AW391351 

AL049633 

AJ278360 

AW0B955 

A1247763 

AJ032437 



424653 
448776 
417218 
414559 
445436 
403776 
433447 
407168 
419335 
422505 
458242 
452943 
446155 
409687 



AW007294 
AF010266 
NA 

H43348 

AAS94638 

AW977534 

BE302464 

AA005247 

AV656184 

A1224105 



Hs.1 57601 

Hs*0081 

Hs.63169 

Hs.115263 

HS.2B5529 

Hs.83326 

Hs.122579 

Hsw79078 

Hs*2180 

Hs^17584 

Hs,179729 

Hs.7645 

Hs.1376 

HB.67709 

Hs,22900 

Rs^Q3800 

Hs^33364 

Hs.143655 

Hs.24641 

Hs.153057 

Hs .20 2656 

Hs.75285 

Ks.129544 

Hs.125395 

Hs.169840 

Hs.177403 

Hs.206692 

H6.183B61 

Hs.1524 

K&.1&9095 

Hs.194691 

Hs.143811 

Hs.132663 

Hs.152618 

Hs.11 0736 

Ks.106106 

Hs*7C833 

Hs.21614 

Hs.194110 

HS/412S4 

H&14S45 

Ka.1608 

r&367t>a 

Hs.18724 

Hs.196729 

Hs.2288 
KsJ7695 

Hs*999 

HSJ2BB8B5 

Hs-49136 

Hg.153704 

Ha.50820 

H&44269 

rfe*1409 

Hs*8248 

Hs.16926 

Hs.26690 

Hs.6682 

Hs.149795 

Ka.127428 



ESTs 

KtAA1199proteh 

matrix metalta proteinase 1 flnterstib'al 
epiregifln 

G prateki-ttupted receptor 49 
matrix meiBfloprotefnase 3 (stromeJyefn 
rr/pothetJc&l protein FU10461 
MAD2 {mrtobc arrest deficaarrt, yeast, h 
arullln (brosopriila Scraps tomobg), act 
ESTs 

collagen, type X, alpha 1 {Schmld metaph 
fibrinogen, B bets polype p£da 
annodnA3 

Homo sapiens mRNA fut tength Insert cDN 

rwcteer factor {wyftrocd-deriiwd 21-lik 

ESTs 

ESTs 

ESTs 

cytDskeleton associated protein 2 
gbrKuman alpha satellite and satellite 3 
sperm associated anOgen 1 
ESTa 

Infer-alpha (gtobulnj Inhibitor, H2 pol 
hypothebcBl prolan MGC1543B 
ESTs 

TTK protein kinase 

ESTs 

ESTs 

Homo sapiens cDMA FU 20042 fls ( clone CO 
tumor necrosfe factor (ligand) superfernl 
slmflar to SAI11 (sal {DrosophilaHilca 
retinote acM Induced 3 
hypothetical protein FU20513 
Zjc fBiriiJy member 2 (odd-paired Drosophl 
ESTs, Moderately similar to ZN91JWMAK 2 
solute earner family 12 (sodum/potassl 
transcription factor 

amphlregiiki (schwanoo ma-dan ved growth 

hterleuWn 20 receptor, alpha 
hypothetical protein PRO2730 
ESTs 

long fatty acyt-CoA synthetase 2 gene 
repfpcaSon protein A3 (14KD) 
budding ueiihjbited by berctmtdazolas 1 
Homo sapiens mRNA; cDNA DKFZp584F093 (fr 



vtethh-nkel 
KIAAOOOQgene product 

gh:6013lB974F1 NIH_MGC_8 Homo sapiens cD 

hypothetical protein RJ10293 

Homo sapiens cDMA FU 14246 fis, clone OV 

ESTs, Moderately similar to ALU7_HUMAN A 

NIMA (never In mCtosfe gene abated k 

Homa sapiens Unknown mRNA 

ESTs 

ESTs 

ESTs 

ESTs 



Hb.14600 

Hs.151469 

Hs.30057 

Hs.285754 

Hs.76452 

Hs.151408 



U2D195 Hs.32B1 

R45175 Hs,117183 

AW9S0146 Hs.234137 

AL120B62 Hb.124166 

BE29958B H*25465 

BE247449 Ha*t082 

A1553595 H&.159422 

T51125 Hs.6493 



solute earner family 7. (cafrmcc amino 
ESTs, Moderately slrrittar to AU)1_HUMAN A 
homeoboxA9 
NA 

gb.7p09a04.r1 Soares breast 3NbHBst Homo 
ESTs 

caJcliKTiA^moduilrMiependBnt eerifie prat 
MRS2 {& cerevislas)-lika, mfignesrum horn 
met proto-onoogene {hepatocyte grow^i fa 
C-reacSva protein, pentraxln-retaied 
ESTs 

neuronal pentrasdn II 
ESTs 

hypothaUcflJ protein FU12888 
ESTs 

Homo sapiens cDMA: FU21B69 (is, clone H 

hypoJhebca! proisln FU10525 

Homo sapiBns cDMA FU 13997 lis. clone Y7 

ESTs 



3135 
29.00 
26,41 
24^8 
24.60 
23.55 
22,70 
21J0 
21.15 
20J95 
19^5 
1Bj6B 
18.05 
17.30 
17.15 
16.60 
16.35 
15*0 
15.10 
15,00 
14.70 
14/45 
14.35 
14.35 
1425 
13.60 
12*0 
12.75 
12.65 
12.55 
12.40 
12.25 
1Z18 
11*5 
11*0 
11.65 
11/42 
11.35 
11.00 
1<X75 
ia75 

la&o 

10^5 
10.50 
10.60 
10.40 
1025 

iais 
iwo 

10*5 

9J5 

9.90 

9*5 

9.65 

9.76 

9.73 

9,66 

055 

9*5 

9*0 

9.50 

9.37 

9.06 

8£8 

6L90 

B.90 

8.85 

8.80 

875 

8.65 

8.G4 

6*0 

650 

aso 

8.31 
8.30 
8.25 
&20 
6.15 
8.10 
B.05 
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416661 


AAS34543 


Hs.79440 


443614 


AV655386 


Hs.7645 


406360 


MA. 




443450 


N66045 


Hs.133529 


414422 


AA147224 


H&337232 


442611 


BE077155 


Ha.177S37 


438604 


AA611896 


Hs.44604 


447254 


NfciUM4t53 Hs.17908 


400250 


NA 




420759 


711032 


Hs.1 27797 


404996 






450459 


AJG97193 


H6.299254 


445019 


AJ2D5540 


Hs.281295 


409269 


AA576953 


Ha.22972 


44B316 


AB033O52 


Hs52151 


444361 


W76027 


Hs.23320 


449370 


AKD02114 


H3.2348S 


433899 


AW8P6758 


Hs.273789 


416143 


AI9SSS50 


Hs.79033 


456120 


AA535244 


Hs,78305 


419751 


AW195581 


Ha.93121 


417630 


AW504786 


Hs.1 22579 


458553 


AA721325 


Hs.189056 


421373 


AA806229 


Hs.167771 


41B763 


AK000219 


H&86367 


423248 


AA380177 


Hs.125845 


444796 


BE242144 


Hs.12013 


429466 


AF155827 


Hfi.203963 


413573 


AI733859 


Ha.149009 


442660 


AW138174 


Hs.130651 


427678 


CO 5766 


Hs.18t022 


438394 


BE379623 


Hs.27693 


422711 


D60641 


HSJ21739 


457030 


AI30174O 


Hs,173381 


417168 


AL133117 


Ks.81376 


442973 


BE567665 


Hs.288550 


453102 


NMJOTtOT Hs.31664 


416016 


AW138239 


Hs.76977 


424051 


AL11G203 


Hs.138411 


401644 






450434 


AA1G6950 


Hs.195870 


428479 


Y00272 


Hs.184572 


406747 


AJ925153 


Hs-217493 


445191 


AF048686 


Hs.1 2393 


424296 


AJ631874 


Hs.155140 


428392 


H10233 


HsJ2265 


427072 


H38046 


Hs3Q3193 


452588 


AA889120 


Hs.1 10537 


439009 


R41396 


Kb.101774 


423123 


NML012247 Hs.124027 


418454 


AA315308 


Hs,195870 


423685 


BE350494 


Hs.49753 


447342 


AI19926B 


Ks,19322 


410908 


AA121686 


Hb.10592 


406671 


AA129547 


H^285754 


450638 


AK001826 


H&25245 


452838 


U65011 


He.30743 


451389 


N73222 


Hs.279009 


438202 


AW169287 


HsJ22508 


452198 


AJ 097560 


Hs£1210 


425860 


L29339 


Hs.1964 


435538 


AB011540 


Hs/4930 


436539 


AJ005457 


Hs.275046 


417404 


NMJM7350 


HsJ21lK 


4303BB 
425905 


AA356923 
AB032659 


Hs^4Q770 
Hs.318564 


407237 


AA169672 


Hs.6216 


413597 


AW302685 


Hs.117163 


429529 


AA454190 


H&24283 


409916 


BE313625 


H&57435 


407746 


AK0O/I9B2 


H3.3B114 


426921 


AA037145 


Hs.172865 


438050 


BE262816 


H(k6061 


416857 


AA1BB776 


HsJ292453 


409683 


U33317 


Hs.711 


452291 


AF015592 


Hs.28853 


420098 


AA775910 


Hs.95011 


448693 


AW004854 


Ha228320 


433393 


AF038564 


Hs.98074 


424745 


AA2I461B 


H8.1 52759 


408771 


AW732573 


HS47SB4 


454438 


AA224053 


Hs.172406 


407771 


AU38272 


H&.62713 



IGF-It mRNA-blnding protein 3 B.0Q 

fibrinogen, e beia polypeptide 7.93 

NA 7.B0 

ESTs 7.75 

ESTs 7.75 

hypothetical protein DKFZp761Bl514 7,70 

ESTs 7.60 

origin recognition complex, subunrt 1 (y 7.55 

NA 7.53 

Homo sapiens cDNA FU1 1381 fis, done HE 7.50 

7.50 

Homo sapiens cDNA: RJ23597 fls, clone L 7.45 

ESTs 7.30 

hypothetical protein RJ13352 7.25 

WAA1226 protein 7.25 

hypotheliceiproteliFLIIIIOS 7.25 

hypolfeifcal protein FU11252 7.20 

ESTs 7.20 

gtutamlnyl-pepEde cydotransferase (glu 7.20 

RAB2, member RAS oncogene family 7.20 

WAA0761 protein 7.16 

hypothetfcBl protein FU 10461 7.1 5 

ESTs, Highly stmfar to Similar to a Co 7.15 

ESTs 7.10 

hypothetical proteta FU20212 7.00 

raulo5e-5^)hosphate^plmer3se 6.96 

ATP-blndlng cassette, siiyJamily E (OABP 6.95 

hypothetical protein FLJ10339 &95 

ESTs 6.85 

ESTs 6.93 

CGJ-07 protein 6.90 

paptidylprolyt Isomerase (cyclopWUnH 6.85 

Homo sapiens mRNA; cD«A DKFZp586tl5l8 (f 062 

dtryd ropy rim' Aiaac-likc 2 6.60 

Homo sapiens niRNA; cDNA DKFZp586L1 121 (f 8.80 

Homo sapiens cDNA: FU23156fis, clone L 6.8D 

frizzled ^rosophns) homotog 10 6,75 

propretetn convertase SLfttiltsin/ksxIn t 6.75 

Homo sapiens mRNA; cDNA DKFZp586Jl922 (i 6.71 

6.70 

hyp ottarfcal protein FU 1 4991 6.70 



annexm A2 6.65 
dTDFM>gtiK03e 4,6-dehydratsse 6.60 
casein Wnese 2, alpha 1 polypeptide 6.60 
secretory granule, neuroendocrine protet 6,55 
EfiTs 6^5 
homeobaxMO &53 
hypothetical protein FU23045 6.50 
SELBIOPHOSPHATE SYNTHETASE ; Human selen 6,50 
hypothetical protein FLM4991 6.50 
uveal autoantigeji with coled coll domaf 6.50 
Homo sapiens, Similar to RIKEN cDNA 2010 6.50 
ESTs 6.47 
me? proto-oncogene (hepatogyte grovtfh 1a 6.47 
hypothetical protent FLJ11269 6.45 
preferentiaay expressed anBganhmafa 6L42 
msinx€la protein B.40 
ESTs 6.40 
ESTs, WeaWy similar to 138022 hypothetJ 6.40 
sotute carrier fsrnlry 5 {eodi vmrglucoso 6.37 
low density lipoprotein receptor- related 6.36 
ESTs &35 
plectetrin homology-}!® domain, feroBy 6.34 
nuclear cap binding protein subunlt 2, 2 6.32 
novel C3HC4 type Zlncftngw (ring flnrje 6.31 
Homo seplens hepatocelkrlar carefnoma-as 8.30 
ESTs 6.30 
,™ J 7 t ^ w . ESTs, Moderatery s?m?ar to reduced expr 6\30 

IK) 409916 BE313625 H&57435 sotute carrier family 11 {proton-coupted 6J25 
•■ — hypotheScat protein FU11 100 6.20 
cleavage stfmutefion factor, 3' pre-RMA, a 20 

protein kinase, AfvF-activaled, beta 1 no 6.20 

6^0 
6.18 
6.15 
6.15 
6.15 
6.11 
6.10 
6.10 
6.08 
6.08 
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416057 
442917 
451813 
453700 
412246 
430699 
41866B 
415421 
455800 
409913 
429201 
4089DB 
413505 
432298 
424345 
441645 
409187 



AJ9273B2 

AA314907 

NNL016117 

AB0Q9426 

A1160873 

BE018217 

AW407987 

AA13400B 

K22479 

BE243642 

XD3178 



452281 

429945 

459309 

410060 

423B0S 

454036 

430345 

4110SG 

429125 

442957 

426642 

426616 

441894 

415385 

409757 

4335B7 

424482 

452S0S 

438777 

417235 

451177 

415227 

436217 

452881 

426010 

426235 

445540 

444743 

442980 

418882 

453884 

444478 

419502 

42021B 

421155 

441421 

456435 

42804$ 

446372 

421477 

409564 



430217 
417372 
415139 
412140 
424066 
409327 
417576 
452131 
436016 
449347 
445038 
453921 
4135B2 
421076 
407884 
433384 
422026 
447020 
4417B5 
449416 
418379 
426753 
422109 



Ah 33452 

AL1188I2 

AK00138D 

A1222279 

AF154S30 

M3112B 

T93500 

NKL006729 

AAO4OS20 

WNUO01448 

AA331247 

AA374756 

AK000282 

UB0Q34 

AA446654 

A1949952 

AW068223 

Z43039 

AA134329 

R177S6 

NM_001B9B 

AA743991 

AI133482 

N45202 

AA825487 

AA810278 

AI969716 

AW821113 

T53925 

AW135220 

AA136563 

AI631984 

AW969626 

AA04564B 

AA857025 

NMJXM996 

AA355925 

WW318 

AU076704 

AW95BQ37 

H87879 

AA356792 

AIBB0384 

AW612795 

AB020644 

AI904743 

AA045857 

AM23056 

M47863 

T99755 

AW975942 

AA219691 

AI351010 

U1162 

AA339449 

AI860577 

AAS06465 

AVB49748 

A1635444 

AI8240Q9 

AW295847 

AW0079B8 

BE075316 

A1021992 

U80736 

727306 

H5B115 

AK651016 

AA216940 

T69832 



Ha_29857 ESTs 6.05 

Hs.85950 ESTs 6.00 

Hs.27182 phosphoTpassA2-activH&ng protein 6.00 

Hs.560 apdlpoprotetn 8 mRNA editing enzyme, ca 5.96 

H3.&9233 zfra? finger protein 556 

Hs.183528 hypomeM protein FU14906 5.95 

Hs.1 73518 M-phase phosphoproteln homcbg 5.95 

H&79306 eukaryoBc translation Initiation facior 5.95 

rte.167073 Homo sapiens cDNA FU13047 fis. clone NT 5.90 

Hs.283077 centrosortialP41-asaociatedpft(lelri*unc 5.90 

Hs.1 98246 group-specific component (vitamin D bind 5.87 

Hs .25 0822 Berine/threonkie kinase 15 5.86 

H&75431 fibrinogen, gamma potypepiUe 5.86 

Hs.274293 Homo sapiens mRNA; cDNA DKF2p7B1G1 11 1 (f 5.B5 

Hs.145479 Homo sapiens cDNA FU10518 fis, ctons NT 5,85 

Hs.201555 EST« 1 Weakly8lmn3rto723406hypottT8fl 5.as 

Hs.5Q9B6 carbamoyl-phoaphEla synthetase 1, mitoch 5.85 

Hs.272620 pnegn^icyspDdBcbetB-1-glycoprotein 9 5.85 

Hs.23792 Homo sapiens cDMA FU 1 1041 fe, done PL 5.82 

Hs_226463 diaphanous (Drosophlla. homotog) 2 5.80 

Hs.5672 hypothetical protein AF1 40225 5.80 

Hs.58367 gfyplcan4 5.79 

Hg.86617 ESTs 5.77 

Hs.93560 Homo sapiens mRNA for KIM1771 protein, 5.75 

HsJ2396B1 hypotheflcal protein FU20275 5.75 

H3.6B5B3 mitochoniialViterrnBdiate peptidase 5.75 

H&271004 ESTs, WeaJOy shnBar to I38022 hypothec 5.75 

Hs.49397 ESTs 5.75 

Hs.171 581 utiquitin (^terminal hydrolase UCH37 5.70 

Hs.170198 WAA0009 gene product 5.70 

Hs.24170 Homo sapiens, done IMAGE^685398, mRNA, 5,70 " 

Hs.7535 COBW-Dte protein 5.70 

Hs.123114 cyste&i SM 5.69 

gfcny57g01.6l NGLCGAPJ^IB Homo sapiens 5.68 

gb;HA2093 Human fetal fiver cDNA library 5.60 

Hs.90012 hypoihobcd prolan RJ23441 5.60 

Hs.142179 EBTs 5.60 

KsJ24250 ESTs 5.60 

Hs.13034 ESTs 5.E0 

Hs.72402 ESTs 5.58 

Hs.107 8brlnosen-Jlke 1 5,56 

Hs_24t921 ESTs 5.55 

Hs.1 975 hypothetical proteki FU21007 5.55 

Ks.34447 ESTs 5.55 

Hs,31704 ESTs, Weakly slmlar to K1AA0227 [rtsapl 5,53 

Ha.301957 ni*fo {nucleoside diphosphate faked mol 5.52 

Hs»8878 kfnesMltel 5.50 

H&-89433 ATP-olndlng cassette, sub-family C (CFTR 530 

Hs.36232 KIAAD166 gene product 5-47 

Hs.240 M-phasa phosphoprotein 1 a47 

Hs.90765 flbrinogen, A alpha poIyDeptkfe 5.47 

Hs.286 ribosomal protein Li 6,45 

Hs.1 02267 lysyl oxidase 5.45 

H&334624 hypothetical protein FU 14825 5.45 

Hs.270747 ESTs. WeaWy srnil^ to ALU2_HUMAN ALU S 5-45 

rte.156381 ESTs, Moderately similar to 138022 hypot 5M 

Hs.14945 long fatty acyt-CoA synthetase 2 gene 5.42 

Hs.104650 hypothetical protein FU10232 , &41 

H&.54943 fracture callus 1 {raQ homolog 5.41 

Hb-23921 hypothetical protein DKFZp547A023 5-35 

Hs.336901 r&osomat protein 824 5.33 

Hs.334726 ESTs 5.30 

Hs.48524 ESTs 6.30 

Hs.73625 RAB6 rnterec&ig, Wnesin-fiko (rabkinfls 5L29 

Hs.1 02267 fcsylcxWase 5.27 

Hs.53553 cofseen.typelX.a^haS 5.27 

Ks.B2285 rftosphonTwsyigforinamoe fonnyttransfer 5,25 

Hs.72325 Human DMA sequence from clone RPM87J1 1 5,25 

Hs.121536 Human DNA sequence from ctone RP11^72E5 &25 

H*JJ95901 KIAA0493proteii £25 

Hs.143917 (U467N11.1 protein 5J5 

Ks 44577 ESTs 5.25 

Hs.71331 hypolheGcal protein MGC5350 5.25 

Hs ^33293 ESTs, WeaW/ simitar to 138022 hypothett 6.25 

Hs.95011 syntrophin, beta 1 (dystrop^in-assoctafa 5^4 

Hs.124244 E8Ts 523 

Hs.11 0826 trfnudeotWe repeat contaTnlng 9 5,21 

Hs.16988 hypolhefical protein FU 1 1046 5.20 

Hs.21 137 AO024 protein 5.20 

Hs^46311 ESTs 5,20 

Hs.137516 fldgeUn4ite1 5J20 

Hs.170278 ESTa 5.13 

Hs-1473 gasWivreleaslng peptide 5-17 
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424085 
416806 
424717 
427728 
447713 
425739 
420170 
407244 
441139 
451121 



418364 
422805 
411750 
435496 



413293 
445236 
415091 
441675 
449B02 
401480 
408562 
426269 
414718 
419139 
430789 
425420 
408758 
439741 
41B612 
433927 
450566 
455777 
428743 
421128 
411835 
416395 
430510 
408430 
405414 
43017B 
411901 
404025 
451007 
438662 
414140 
410044 
431041 
417860 
410658 
425B95 



438397 
439225 
423197 
413374 
412723 
425745 
452795 
430704 



437958 
410566 
423343 
416467 
408867 
419423 
414132 
423948 
425746 
451009 
431064 
432725 
400298 
410486 
428632 
4297B2 
408380 
423938 
434294 



NM„C02914 

NM_000288 

H03754 

AJ245600 

AI420733 

T1S0I6 

U43374 

M10014 

AW449009 

AW973795 

AI971313 

NMJW1173 

AW14S266 

AA4369B9 

BE562298 

AW840171 

AW74W78 

AUM7483 

AK001676 

ALM4872 

AJ914329 

AW901804 

MA 

AW36323 

H15302 

H95348 

AI123517 

AA632S77 

BE53B911 

NMJJ03686 

BE37S646 

AB0377B8 

AJ557019 

AL050O78 

AA5242B5 

Aioaooeo 

M74587 

U29343 

AJ7B5B05 

AW162916 

S7B87B 

AW449612 
AA166730 
NA 

W52854 

AJ 582393 

AA281279 

BE666742 

AA490967 

AW40B557 

AW1 05231 

A1269434 

AAS8B176 

AA715013 

AA192B69 

T91418 

NM_001034 

AA64B459 

U44060 

AW392555 

AW813091 

NM_005306 

A1379486 

BE139550 

AA373210 

AA324643 

H57585 

AA437199 

D26488 

AtB01235 

AW392342 

NM.001701 

AA013140 

AJ903735 

AL137496 

AA032279 

AW235094 

AR 57326 

NMJW5754 

AF123050 

U77629 

AJ271379 



Hs.139226 

H3.79S83 

Hs.152213 

HS-15054S 

Hs.207083 

Ks.159410 

Hs.95631 

Hs.75431 

Hs.126647 

Hs.128927 

Hs.170204 

HS267831 

Ha.25t30 

Ka.121017 

Hs.71827 

Hs.265398 

Hs.214410 

Hi30249S 

Hs.12457 

Hs.77910 

Hs.5461 

HS.239M 

Hs.31141 

Hs.168950 

Hs.107987 

H&269940 

Hs.310235 

Hs.234545 

Hs.47534 

H&.6904 

H&J224961 

Hs.1 16467 

Hs.25159 

Hs.154172 

Hs.301549 

Hs.102122 

Hs.72550 

1 1 5.26691 

Hs.241576 

Hs.44926 

Ha.152475 
Hs£9G6 

HsJ27099 

Ha.12669S 

Hs.23317 

Hs.58169 

Hs.197955 

H&235498 

Hs.192035 

Hs.161427 

Hs.121653 

U*169835 

Hs.45032 

Hs.125156 

HsJ5319 

Ha33595l 

Ks.14427 

tfs.1BB7B 

Hs.335799 

Hs.211602 

Hs.159430 

Hs.121668 

Ks.43047 

Hs.246106 

Hs.37467 

Hs.656 

Hs.90315 

Hs.48480 

Hs.263077 

Hs.159440 

Hs.1 15707 

HsSOOl 

Hs.61635 

Hs.69233 

Ks.184786 

Hs.220589 

Hs.44532 

Hs.135638 

Hs.76194 



repHcaflon factor C (activator 1) 2 (40 
peroxisomal btogensstt factor 7 
wingless-type MMTV migration sits Jam! 
Homo sapiens mRNA for hypothetical piole 
ESTs 

mdybdopteriri synthase sidfurylase 
Human normal keratmocyte mRNA 
fibriiDgen, gamma potypepticte 
ESTs 

Homo sapiens cDNA FLJ13S03 fa, done TH 

K1AAD551 protein 

Rho GTPase activating protein 5 

Homo sapiens cDNA FU 14923 lis, clone PL 

H2A hlstme tmily, mentber A 

KIAA01 12 protein: liomdog of yeast ribos 

ESTs, WeaWy slmlar to transfomia8on-r 

ESTs. WeaWy slmlar to MUC2JHUMAN MUCIN 

GTP-frnomg protein homologous to Saocha 

hypothetical protein FLfl 081 4 

3-riyd roxy-3- m sthyto/u tejy \-Ooe r,zyme A sy 

ESTs 

hypothetical protein FU20H7 
NA 

Homo sapiens mRNA far WAA1568 protein, 
Homo sapiens ntRMA; cDNA DKFZp556At046 {f 
ESTs 
ESTs 

ESTs, Weakly similar to 176685 serine/th 
hypothetical protein NUF2R 
exonudease 1 

Homo sapiens mRNA full length Insert cDM 
cleavage and polyadwiytaUon specific fa 
small nuclear protein PRAC 
Homo sapiens cDNA FU1 07B4 Us, done NT 
ESTs, Moderately slmlar to BCGF_HUMAN S 
Homo sapiens mRNA; cDNA DKFZp564K172 (fr 
irtsurm-fike growth factor binding prqto 
hyaluraian-medlated motility receptor (R 
ESTs 

hypothetical protein FR02577 
(flpeptidytpepSdase IV (CD26, adenosine 

ESTs 

Human DMA sequence framdotis RP1-1B7JH 
NA 

hypothetical protein FU23293 similar to 
ESTs 

hypothetical proWn FLH4881 
highly expressed In cancer, rich to teoc 
. WAAO704proteii 
hypothetical protein FL) 14075 
ESTs 

zincfinger protein 215 
hypolheb'cal protein FU20641 
EST* 
ESTs 

transcriptiojia] adaptor 2 (ADA2, yeast, 

ribonudBoSde reductase M2 polypeptide 

hypOUifiticaC protein AF301 222 

Homo sapiens cDNA: FU21800 lis, clone H 

hypothab'cs) protein FU21620 

ESTs 

SMC1 (structural maintenance of chromoso 
ESTs 

ESTs, Moderately sknllorto PC42S9 fern 
Homo sapiens cDNA FU13585 lis, done PL 
ESTs 
ESTs 

cett division cycle 25C 
WAAD007 pmtorn 
ESTs 

centrosomal P4.1-assoclated protefn; unc 
bile acid Coenzyme A* amino add N-acyft 
ESTs 

0brMrVBTO35.20019^31 BTD35 Homo sapten 
ESTs 

six taansmembrana eplthelte] anGgen of 
rinc finger protein 
TBP-tnteractingprotoJn 
RaMJTPsse-actJvaling profein SH3-domato 



achaete-scute complBx (Crosophfla) homol 



5.17 
&17 
5.1S 
&15 
&15 
5.15 
5.15 
5.13 
5.13 

aio 

5.10 
5.10 
5.09 
5.07 
5.06 
5.06 
5.05 
5.05 
5.05 
5.05 
5.00 
5.00 
5,00 
4.95 
4.92 
4.91 
4.90 
4.90 
4,90 
4.90 
4.90 
4.00 
4.89 
4.86 
4.87 
4.87 
4.86 
4.85 
4.85 
4.84 
480 
4.75 
4.71 
4.70 
4.70 
4.68 
4.6B 
4.66 
4.65 
4.65 
4.65 
4.65 
4.65 
465 
4.60 
4.60 
4.60 
460 
459 
459 
458 
456 
455 
455 
455 
455 
455 
455 
454 
4.54 
453 
453 
450 
450 
450 
450 
450 
450 
4.50 
4.50 
449 
447 
447 
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442B75 


BE623003 


Hs.23625 


447102 


BE167434 


Hs.98471 


410H2 


AA031924 


Hs.124918 


434894 


AW977850 


Hs.23856 


420092 


AA814043 


Hs.88045 


400115 


NA 




430967 


H16791 


Hs.31445 


438078 


AI016377 


Hs.131693 


412359 


AW937965 




429774 


A1522215 


Hs.50B63 


426214 


HS9846 


Ks.128355 


419790 


U7925G 


Hs.93201 


4504B0 


XB2125 


Hs.25040 


421211 


AA23496S 


Hs.266308 


419261 


XD7H76 


Ks.89791 


434414 


Af79S376 




448305 


AA625207 


Bs.264915 


4105GB 


AW152948 


Hs.64542 


459574 


At/41122 


Hs.101810 


446243 


AW389771 


Ks.52620 


43A069 


N80701 


Hs.33790 


446152 


A1292036 


Hs.150023 


439580 


AF0B64O1 


Hs.293847 


436211 


AK001581 


Hs.334828 


452401 


NNL007115 


Hb.29352 


422335 


BE218705 


Hs. 121375 


418845 


AA852985 


Hs.89232 


439619 


AW975998 


Hs.58595 


45B076 


R80061 


Hs,1E4478 


450192 


AA263143 


Hs.24596 


443232 


AF161521 


Hs.9081 


413881 


L00190 


Hs.75599 


434217 


AW014795 


Hs.23349 


409723 


AW885757 


Hs.257862 


417956 


AA210704 


Hs/I 90465 


45B433 


AL135352 


Hs.255833 


409928 


AL137163 


Hs.57549 


447400 


AKDD0322 


H6.18457 


424583 


AF017445 


Ha.150926 


429436 


AA452934 


HSJ279B13 


424625 


AW904465 


H&321197 


44B912 


D83781 


HsJZ2559 


442871 


AI005866 


H&.134779 


411893 


R82845 


H £273739 


456281 


AA284166 


H&84113 


4211Q6 


AA877124 


Htl 72644 


451401 


A1793163 




404516 


NA 




414966 


01 6096 


Hs*2282B 


421306 


AA687322 


Hs.192643 


410229 


AI827237 


H 5^82884 


412104 


AW205197 


H&240951 


453911 


AW503857 


H&40Q7 


433159 


AB035898 


H&150587 


419247 


S65791 


Hs£9764 


432491 


AA662910 


Hs.42635 


mm 


AF151852 


Ns.111449 


428892 


AB72B22 


Hs.110103 


446999 


AA161520 


H&334822 


414538 


AW61222B 


K&107987 


453931 


AL121278 


Hs.25144 


427718 


AI7986BQ 


Hs.25933 


453863 


X02544 


Hs.572 


440209 


H05O49 


Hs.22269 


435146 


AI918049 


Hs.124961 


400732 


NM.016122 rte.56148 


448692 


AW013907 


Hs.167531 


428301 


AW628668 


Hs.98440 


444168 


A1393165 


Hs.699 


457059 


BE561665 


Hg,177677 


407162 


N63B55 


Hs.142634 


406117 






434370 


AF130988 


H9.5B346 


427651 


AW405731 


Hs.18498 


448866 


NMJH4953 


Hs.323346 


450375 


AA0O9647 




410467 


AF102546 


Hs.63931 


456030 


AA13S106 


Hs.134852 


434082 


AI373481 


Hs.131715 


443646 


A1QB519B 


Hs.164226 


434265 


AA846811 


Hs.130554 


418524 


AA300576 


H&£5769 


432619 


AW291722 


H&27852$ 



Homo sapiens dona TCOCTA00142 mRNA sequ 

ESTs. Weakly sTrnflar to T18712 hypothec 

KIAA1 795 proton 

hypothetical protein HGC5297 

ESTs 

NA 

ESTs 

ESTs 

gb:QV3-LT004^14020a08^e05 LT0W8 Homo 
KIAA1 804 proton 

ESTs, Moderately similar to ALU7_HUMAN A 

grycerot3-frtasphate dehydrogenase 2 {mi 

zinc finger protein 239 

mosaic sarins protease 

wingless-type MWTV integration site far* 

gb:rj34b07j(1 NQ_CGAP_Ov23Homo sapiens 

Homo sapiens cDNA FU1290B fis, clone NT 

cleavage and poIyatferrylaBon specific fa 

Homo sapiens cDMa FU14232 fls, clone NT 

integrin,batad 

ESTs 

ESTs 

ESTs, Moderately similar to S65657 alpha 
hypothetical protein FU10719; KIAA1794 
tumor necrosis factor, alpha-Induced pro 
rnetaflothbneln-llke 5, testis-sperific 
ghromobox homolog 5 (Droscphlla HP1 alph 
ESTs, Weakly similar to 138022 hypothefl 
h/pothebcal protein FU21939 sirdar to 
RAD51-interadfig protein 
pharryWanyt^RNAsyrthetwe beia-subuni 
serine (df cysteine) proteinase inhfrito 
ESTs 
ESTs 
ESTs 

ESTs, Weakly eFrnllar to 138022 hypothaK 
hypothaucal protein OM473B4 
hypothetical protein FU20315 
fucoae-l-phospnate fluarryjyjnansferase 
hypothetical protein 

PDZ domain proteto (Drosophlla haD-Ike 

KIAA0197 protein 

EST 

ESTs 

cycIrKfepenrJenl toiase tnhftfor 3 {CDK 
ESTs 

gb:on52g03j5 NCLCGAPJ3o8 Homo sapiens 
MA 

tropomodulln 3 (ubiquitous) 
leucine zipper protein FKSG14 
ESTs 

Homo sapiens, Simla/ to RIKEN cONA 2210 



fcjnesJn-BJce protein 2 
fragile X mental retardation 1 
nypotheflcal proton DKFZp434K2435 
C£W protein 

RNA polymerase I transcripftm factor RR 

hypothetical pro lob MGC4485 

ESTs 

ESTs 

ESTs 

cmaomucofd 1 
neurosrfn 3 
ESTs 

NY-REN-SB antigen 

meth^crotonoyK^enzymB A carboxylase 2 
ESTs, Weakly simlar to 138022 hypotheH 
pepfidytpraryl bomeraso B {cyctophWn 
exosome component Rrp40 
zinc finger protein 

ectotysplasin 1. anhcdrotlc receptor 

Homo sapiens cDNA FL112277 ffs, done MA 

KIAAlOQBproteh 

a d [state grin and metaltoproteuiase doma 
dachshund (Drosophte) homoloo 
KJAA1553 protein 
hypotheffcaJ protan PR01777 
ESTs 

Homo sapiens cDNA: FU230B9 lis, dons L 
acitSc 32 KOa protein mRNA 
lelated to the U termtaua of tra 



4.46 

4.45 

4.45 

445 

4.45 

4.45 

4.41 

4.41 

4.40 

4.40 

4.40 

4.40 

4.40 

4.40 

4.40 

437 

4.35 

4.35 

4.35 

4.35 

4.35 

4.34 

4.32 

4.30 

430 

430 

4.30 

430 

430 

4.29 

4.2B 

426 

426 

425 

425 

42S 

424 

422 

420 

420 

420 

420 

420 

420 

420 

420 

420 

420 

420 

420 

41B 

416 

416 

416 

41S 

416 

415 

41S 

415 

414 

412 

411 

410 

410 

410 

410 

410 

410 

410 

410 

410 

410 

409 

408 

407 

407 

407 

405 

405 

405 

405 

405 

405 
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447207 AA442233 Hs.17731 hyptrthetfcd proteta FU12892 4.05 

423673 BE003054 Hs.1695 matix metallopPQteinase 12 {macrophage 4.04 

414853 U31116 Ha.77501 sarcoglycan, beta (43kD dystraphtn-assoc 4.04 

- 424176 AL137273 Hs.142307 hypothetical protein 4.04 

5 452269 AA317439 Hs.28707 signal sequence receptor, gamma {Iranslo 4.04 

418203 X54942 Hs£3758 COC28 prolan kinase 2 4.03 

435420 AI928513 Hi59203 ESTs 4.03 

4DB668 VD0495 HS.1B4411 albumin 4.02 

417655 AA780791 Hs.14014 hypctteticsl protein FU14813 4.00 

10 449448 060730 Hs.57471 ESTs 4,00 

421037 AH5S48G8 Hs.197653 ESTs 4.00 

448310 AI480316 gb:bn26h09 jc1 Sofl^NFl_T^GBC_S1 Homo s 4.Q0 

406155 AB014528 Hb/*3133 KJAA062B gene product 4.00 

4t3M1 W34276 H5,7B57B plasminogen 3.98 

15 400110 NA MA. 3.98 

4002B9 XQ782Q K&22SB maMx metaKoprdeinase 10 {strometysln 3.97 

443715 AI5B3187 Hs^700 cycInEI 3.97 

406296 AL1 17452 Ks4415S DKFZF586G1 517 protein 3.97 

450164 A1239923 Hs.30098 ESTs 397 

20 451592 AI805416 Hs.213B97 ESTs 3.95 

402373 AH 35225 H&-301B55 dopacrrrome tautornarase {<5op3chrorri9 deJta 3.95 

426199 AA371BB5 Hs.97090 E8Ts 3.95 

414148 BE084049 gfcPMO-BT06S1-27040O«J3^2BTrj651 Homo 3.95 

_ _ 4170Q6 AW673606 Hs.8Q758 aspariyi-tRNA synthetase 3.94 

25 449532 W746S3 H&271593 ESTs, Moderately similar to A475S2 B-cel 3.93 

434551 BE387162 Hs.280858 ESTs, Highly similar to A35661 DNAexcte 3.93 

436291 BE568452 Ha.5101 protein relator of cytokinesis 1 3.92 

423337 NMJ0O4G55 Hs.127337 axtn 2 (conductin, axil) 3.91 

_ _ 416185 AW975B61 Hs.47367 WAA1 785 protein 351 

30 443054 A1745185 Ha.8839 yes-associated protein 65 VDa a90 

432596 AJ 224741 Hs.278461 matflln3 1 3.90 

451229 AW987707 HS.4B473 ESTs 3.90 

413583 AL120806 H3.5BBB ESTs 3.90 

432702 AW973953 Hs^93744 ESTs 3.90 

35 ' 437207 T27503 Hs.15929 rrypottebca1protBmrlJ12910 3.90 

434699 AA643667 Hs.149425 Homo sapiens cDNA FU11B80 fls, done HE 3.90 

423697 BED86597 Ma. 131834 Homo sapiens mRNA; cDKA DKFZp434B032B (t 3.90 

428622 W28418 H&30715 potassium voltage-gated channel, Istwel 3.90 

. _ 432289 A1B60145 Hs.55118 ESTs 3.89 

40 413384 NMJ30D401 Hs.75334 exostoses (mutate) 2 3.B8 

414136 AA812434 Hs.1 19023 8MC2 (GtnJctural maintenance of chromoso 3.8B 

433042 AW193534 Hs.281895 Homo sapiens cONA FU1 1660 fis, clone HE 3,88 

410094 BE147697 H*58593 gsnerat transcriplfan factor 13F, polype 3.88 

. _ 441826 AW5Q36fJ3' Hs.129915 phosphotrlesterase related 3.67 

45 444059 R69743 Hs.1 16774 Integrtn, afpha 1 3.B6 

426262 AI792141 Hs.196270 folate Iransporientonler 3.85 

452641 AW952B93 KsJ237325 signal recognition particle 72cD 3.85 

454403 BE065985 gb:RC3-BT0319-120200-Ol4-a09 BT0319 Homo 3B5 

448315 AW29Q912 Hs^0797 ESTs. Weakly similar to ALU1JHUMAN ALU S aS5 

50 411343 U77949 Hg. 63563 CDC6 (celt division cycte 6, S. cerevist 3.95 

409734 BE161664 Hs.56155 hypotheficaJ protein 3.85 

454014 AWD1G670 H&233275 ESTs 3.84 

453116 Al 2766 50 Hs.1 46086 ESTs 3.83 

_ _ 44950B AKOOlSfifi Ks.23818 hypothetical protein FLJ 10704 3.82 

55 428227 AA321649 Hs.2248 small inducible cytokine subfamty B (Cy 3.82 

435040 AO32350 Ha.152825 ESTs 3,81 

426249 F05422 H&.16B352 nurieoporWfee protein 1 181 

451110 AI955040 Hb365398 ESTs. Weakly similar to transformatfoiH* 3.81 

„ 431716 D89053 Hs, 2680 12 fa%-ad^Coenzyme A Ugase, rong-chak 3.81 

60 437831 AA764749 Hs.287245 hypotheucal protein FU1 4803 3.80 

428118 H20669 H&35406 ESTs, Highly similar tr> unnamed protein 180 

405769 3,80 

436295 AI394151 Hs.37932 ESTs 3.80 

45362B AW243307 Hs.B3937 hypothefical protein 3.80 

OJ 450096 AB820aa Hs.79375 Wocartroxyfase synthetase (blotin-lprop 3.80 

449318 AW236021 K&78531 Homo aaptefis, Surtlarto RIKEN cDWA 5730 3.76 

423881 AK001720 Hs.134403 hypothetical prcMi FU10B58 3.75 

406728 AL137379 Hs47125 hypothetical protein FU13912 3.75 

422219 AW978073 Hg.1010 regulator of mitotic spmtfe assembly 1 3.75 

70 41B661 NMJKM949 Hs.1 189 E2F ^inscription factor 3 3J4 

420725 K02402 Hs.1330 copulation factor IX (plasma thrcrnbopia 3.74 

41B413 R95735 Hs.117753 ESTs. Weakly similar to A466S6 ceil prd 3.73 

443354 AW970B72 Hs.9247 protein ^ase, AMP-activated. alpha 1 c * 3.73 

__. 406667 M12523 Hs.184411 albumin 3.72 

75 436411 AW674352 gb:ba63c07.y1 NIK_Mt3CJ 2 Homo sapiens cD 3.72 

417246 AT760D9B Hs.21411 ESTs a72 
410S64 NMJXJ6033 Hs.65370 Upase, endothelial 3.71 
432686 BE2230O7 Hs.152460 Homo sapiens cDNA FLJ12909 lis. clone NT 3,70 
0rt 4420B1 AJ023175 Hs.1 67022 ESTs Z.7D 
80 432356 AA831032 Hs.1 11670 ESTs, Highly similar to JC2257 prolyl ol 3.70 
45021 B R02016 Hs.1 68540 ankylosis, progressivB (mouse) homotog 3.70 
405460 NA MA 3.70 
452624 W27643 Hb.73965 spidnfl fador, aiglhteaftertne-rtch 2 3.70 
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445873 AA250970 Hs.251946 pdly{A)-bln5ng pitrtsin ( cytoplasmic 14 3.70 

425282 AW163518 Hs.155485 fiurrtingbn qrteractfng protein 2 3.69 

439B57 AAB47194 Hs.2320G2 ESTs 3.69 

430403 AF039390 Hs,241382 tumor necrosis factor Otgarul) seperfeml 3.69 

5 444471 AB02Q6B4 Hs.11217 KIAA0377 protein 3.69 

419559 Y07B2B Hs.91096 ring finger protein 3.69 

437641 AAB11452 Hs.291911 ESTs 168 

455364 K72176 Hs.4273 hypothetical protein FU13159 3.67 

417791 AWSG5339 Hs.111471 ESTs 3.66 

10 414271 AK000275 Hs.75B71 pro4e&i kinase C binding protein 1 3.66 

432023 AW273128 Hs.330144 EST 3.66 

430294 A1538226 Ks.32976 giiaiina nudeofirJe binding protein 4 3.65 

450600 BE079478 Hs.24880 ESTs 3.65 

. 420595 AA278865 Hs.88523 ESTs 3.65 

15 404477 m NA 3.65 

457003 S78234 Hs-172405 cell division cyde 27 3.65 

443055 AV6S3742 Hs.15636 hypothebcal protein DKFZp76tJ1 39 3.65 

452220 8E158006 rfe.212296 ESTs 3.55 

_ _ 414463 T6907B Hs.76177 alpria-1-mk:roglobtjlinjTD^tjnIn precursor &65 

20 457465 AW301344 Hs.1 22908 DNA re pi battel factor 3.64 

436149 AI754308 Hs.1 59452 ESTs 3.63 

433790 BE29B215 Hs28B968 RAB22A, member RAS oncogene femJy 3.63 

427920 Z11SD2 Hs,131107 ennexmA13 3.63 

424641 AB0Q1106 Hs.151413 gfe rnatuatkm factor, bete 3.63 

25 426514 BE616633 Hs.170195 bone morphogeoefic proVeln 7 (osteogenic 3.62 

411975 AI916058 H&144583 ESTs 3.61 

409239 M740575 »&44307 ESTs. McderaNy similar to I3B022 hyp ot 3.61 

429625 H09604 K9.1326B ESTs 3.61 

„ 449722 BE280074 HS.239B0 cydlnBI 3.60 

30 42B389 AW135714 HsJ2B3127 ESTs, Waaldy similar to T1 9201 hypottieti 3.60 

419945 AW290975 Hs.1 18923 ESTs 3.60 

410365 A1287518 Hs.82669 Homo sapiens mRNA; cDNA DKFZp5S6D0923 (f 3.60 

4206B5 AW505139 Ks.9460 Komo sapiens mRNA; cDNA DKFZp547C244 (fr 3.60 

407809 AWDB2279 Hs.244lC6 ESTs 3,60 

35 4577QB AAB05443 Hs.1 79909 hypothetical protein F1J22B95 3.60 

427943 AW959075 Hs^38797 ESTs ( Moderately shifer to !38022hypot 3.60 

42S771 AB02B992 H 5.193143 KIAA1069 protein 3.60 

446638 AL133063 Hs.1 5783 Homo sapiens mRNA; cDNA OKFZp434P1 115 {f 3.59 

4186BB T85017 Hs.1 192 KtAA0074protefo a59 

40 436961 AW375974 Hs.156704 ESTs 3.58 

430514 AA318501 HsJ2415B7 rnegakaryocyte-enhanced gene transcript 1 3.63 

415245 N596S0 Hs.27252 EBTs 3.57 

452823 AB012124 Hs.30696 trarecripfon fector-lfce 5 (basic heiix 3.55 

423508 AW604297 Ks,1 29711 hepatrbs A virus csMar receptor 1 3.55 

45 401165 NA NA 3.65 

415382 A1743539 Hs.72465 ESTs r WeaWy similar to non-tens betaga 3.55 

433968 AL157518 Hs.90421 FR02463 protein 3.55 

421528 AB037837 Ha. 105461 hypothetical protein FU20357 ZJ5S 

„ 443325 BE398006 Hs.90462 Homo sapiens, clone IMAGE:4132043, mRNA, 3.55 

50 444355 BE3836B6 Hs.19162l ESTs, Moderately similar to ALU6_HU WAN A 3.55 

450715 A12664B4 HU1570 ESTa, Weekly similar to K1AA1324 proteVi 3.55 

427510 247542 Hs.179312 small nuclear RNA activating complex, pa 3.55 

455B30 AV655701 Hs.75183 cytochrome P450. subfamily HE [atharu* £55 

__ 441065 AW136S51 H8.1B1245 Homo sapiens cDNA FU1 2532 fis, ctone NT ZM 

55 434206 AW136973 Hs.288516 ESTs, Weakly sSmlter to S69890 mitogen i 3.54 

446619 AU076643 Hs.313 secreted rAoaphoproteoi 1 (osteopontin, 3.53 

432542 AW083920 Hs.1 609 6 daudin2 3.53 

433675 AW977653 Hs.75319 itoiurieo&de reductase M2 polypepfta 3.52 

M 423441 R68649 H3.278359 ehsentii melanoma 1 T*e 3^1 

60 452940 AA029722 Hs.2173 fucosyllranBferase 4 (alpha (1 ,3) fucosy 3L51 

440400 AA994364 Hs.1 25594 ESTs.WeaVry BhnllartoT25472hypottieti 3.50 

453439 A157243B Hbw32976 guanine nucleotide bii ding protein 4 3.48 

447247 AW389351 Hs287955 Homo sapiens cDNA FLJ13090 fe, done NT 

449915 NMJXM529 Hs,404 myetoW^rnphoW or rritaUlnesgB laukero 3.47 

65 427975 AJ536065 Ha. 122460 ESTs 3.46 

400297 A1127076 Hs.334473 tiypoUietfcsi protein DKFZp56401 278 3.45 
404253 3.45 

435557 AW504944 Hs.162990 Homo sapiens cDNA FU14193 fis, ctona NT 3,45 

432158 W33165 H3.22983 UDP^IucCtsecgryc^rotaki glucosyhransfe 3.45 

70 417315 AK80042 Hs.336S01 rtbos om at protein S24 3.45 

•419140 A1982647 Hs^15725 ESTs 3.44 

446901 A1347274 ob:to05d02x1 NC1_CGAP_Co1 6 Homo sapiens 3.43 

4518Q6 MM_003729 Hs27076 RNA 3 , -termJna] phosphate cyclase 3A2 

411571 M122393 HS.70B11 hypclhetfcal protean FU20516 3,42 

75 442717 RBB362 Hs.1 80591 ESTs, WeaWy sim&; to T23976 hypotneS 3v41 

443426 AF098158 Hs^329 chromoscma 20 open reading frame 1 3.41 

419131 AA406293 Hs.41167 ESTa 3.41 
430264 AA470519 gtKnc7lf1 0^1 NCLCGAP_Pr1 Homo sapiens 3.40 

„ 450159 AJ702416 Hs.200771 ESTs, Moderately simlai to A Chain A, T 3.40 

»0 453531 AA417940 Hs.27140O ESTs, Weakly strrflar to JCS795 CDHP prd 3.40 

444628 AI674482 Hs.148441 ESTs 3.40 
445354 AV653485 Ha£390 Homo sapiens done FLB3344 PRO0846 mRNA, 3-40 
444078 BE246919 Hs.10290 U5 snHNP^specHic 40 kDa protein (hPrpB- 3.40 
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418939 
418134 
430544 
427927 
410904 
410406 
40B494 
452930 
446432 
466S53 
425322 
429261 
421039 
407819 
42469B 
433361 
435022 
447164 
454019 
439B71 
453341 
411560 
435632 
43800B 
42124B 
451707 
457574 
443613 
415B57 
438746 
408660 
427738 



417221 
434770 
417720 
428571 
462862 
414343 
437222 
422665 
414706 
446565 
447829 
427676 
456132 
407306 
419741 
424581 
445592 
453320 
451797 
413930 
410659 
446202 
432193 
439262 
401823 
441264 
424001 
408321 
447432 
404519 



422660 
427951 
427660 
411643 



426472 
410389 
439979 



443162 
431678 
430439 
407201 
437905 
434160 
407995 
412966 
414386 
444381 



AW630803 

AA397769 

AA461066 

AI879165 

LB4820 

AT969703 

AA554714 

AW195285 

AB7732D 

AIB07519 

U63630 

AW006855 

NMJJ03478 

R421B5 

AA164366 

AW469373 

AW1833B5 

AF026941 

AW016892 

RBB518 

U3SB17 

AWB51186 

AW291468 

AA775026 

AW582962 

AW051081 

HBB717 

AT079356 

AA866115 

A1BS5815 

AA525775 

NM.OC0316 

AW361299 

AW379029 

AM25662 

AA205625 

NhL006531 

AW378065 

AL036166 

AL1175B8 

AJ011812 

AW340125 

D13767 

A/433029 

BE242611 

BE219771 

AA715284 

NM.007019 

MS2062 

AVB543B2 

AW450240 

AW663BS8 

MB6153 

A108D175 

A1279706 

AA372264 

AA832333 

NA 

AA927170 
NMJW6413 
AW405882 
AW958473 

AfflflOZ71 

AW297562 

AW293165 

A1741320 

AJ924519 

AW375610 

BE24613B 

AW954049 

AW500291 

T55979 

T49951 

AWD72372 

AL133561 

N3199B 

AW363121 

BE551196 

AI094743 

BE243311 

X00442 



Hs.89497 laminBI 

Hs.86617 ESTs 

Hb.105153 Homo sapcans, clone 1MAGE34619B7, inRNA, 

Hs.2227 CCAAT/enhancer binding protein <OEBP}, 

Hs.65521 Machado-Joseph disease (splnccerebelar 

Hs.1466 glycerol tdnasa 

H3.167578 Homo sapiens cDNA FU11639 fis, ctora HE 

Hs.194097 ESTs, Weakly similar to I3B022 hypoihefi 

HB.15005B ESTs 

Hs.104520 Homo sapiens cDNA FUl3694ffs. done PL 

Hs-155637 prolsln Wnase, Deactivated, calelyifc 

Hs.118392 ESTs. Weatty similar to LNHUER IgE Fere 

Hs.1 01299 cu)rm5 

Hs274803 ESTs 

Hs.151973 hypothetical protein FU2351 1 

Hs.300141 pbosomal protein L39 

Hs.54G27 ESTs. WeaWy simlar to FTDRJ1UMAN 10-FO 

Hs.1751 8 Homo sapiens dg5 mRNA, partial sequence 

H3.10D855 ESTs 

Hs.46736 hypc^cal protein FU23476 

Hs.36820 Bloom syndrome 

Hs.179909 hypothetical proton FU22995 

Hs.1 1 7305 Homo sapiens, clone IMAGES 682903, mRNA 

N&2D3802 ESTs 

Hs.1 02897 CGW protein 

Hs.60973 ESTs 

Hs,Z7774 ESTs, Highly slmlar to AF161348 1 HSPCO 

gbOT39b08*1 SoaresJJhHMPu_81 Homo sapT 

He.127797 Homo sapiens cDNA FU 11381 fls, clone HE 

Hs.184727 ESTs 

Hs.292523 ESTs. Moderately similar to PC4259ferri 

Hs.180612 percnasornal membrane protein 3 (35kD, Ze 

Hs.1 07009 hypothetical p rote "n FU11294 

Hs.1 1833B ESTs, Weakly stmiiarto unnamed protein 

Hs.1 1065 Homo sapiens HDCME13P mRNA, partial cds 

Hs20B067 ESTs 

Hs2291 Probe hTg737{pdyeysbcWAiey disease, 

HS.B6B7 ESTs 

Hs.323378 coated vesicle membrane protein 

Hb.12778 ESTs 

Hs.119018 transcription factor MRF 

Hs.76989 KJAAQ097 gene product 

H&31 1 pliospfioribosyl pyrophosphate emWotransf 

Ha.ie4104 ESTs 

Hs2173 facos^rartBfer3se4{a^te{1^)fucosy 

Hs.237146 hypothetical protein RJ12752 

gt>3W35fD3r1 MC3jCGAP_Br5 Homo salens 

Hs.93002 ublquftn canter protein E2-C 

Hs.1509t7 eatemn (cadherin-assoclafed protein), a 

Hs,17947 E8Ts r Weakly similar to T16534 hypotneB 

Hs.257274 ESTs 

H&333513 small IndudWe cytokine subfamily E, me 

Hs.75618 RA&11A, rnernberRAS oncogene tarnlly 

Hs.68825 ESTs 

Hs.149474 ESTs 

Ha.273183 hypottieUcat protein FU10706 

Hs.333045 ESTs 
MA 

Ha.23290 ESTs 

Hs.139120 ribonwteesePpOkD) 

Hs.44205 cortWn 

Hsw3019&7 nudfe (nucleoside diphosphate linked mot 

Hs.1 29445 hypothetical protein FU12496 

Hs.103267 hypothetical protein FU22548 sjmila- to 

Hs.143134 ESTs 

Hs.11412t Homo sapiens cDNA: FU23228flB, clone C 

Ha.192570 hypolheScal protein FU2202B 

Hs.117102 hypothefcal pro^i FU13046 srtii?ar to 

Ks30863 ESTs 

Hs.8177 ESTs, Weakly ehrflar to KHUB5 salivary 

Hs.6623 hypothetical protein RJ1043O 

Hs,115474 leplfcalion factor C (activator 1) 3 (39 

Hs.9029 OKFZP434G032 protein 

Hs.267446 hypcflhetfcal protein FU 11184 

Hs,241428 DKFZP434B061 protein 

Hs.1 64256 hypolheCcaJ protein FU2D&57 

Hs.1 76596 ESTs, WeaWy similar to T26935 hypomefl 

Ks.1 14275 ESTs 

HSJ00134 hypothetical protein FU1Z787 

H&8024 IK cytoWne, dowrwroidator of HLA it 

Hs.75990 haptoglobin 

Hs.283713 ESTs, Weakly skilarto S64054 hypomefl 
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3.25 
3.25 
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429597 NM_003816 Hs.2442 a disintegrin and metsJtopratelnase doma 

433764 AW753676 Hs.399B2 ESTs 

459370 AAB89982 Hs.271826 ESTs. VfeaWy similar to I3B022 hypolbafi 

429616 AI9B2722 Rs, 120845 ESTs 

4150B3 AB32683 H&27179 Homo sapiens CDNAFU12933 lis. clone NT 

424687 JC5070 Hs.151738 matrix meteUoproteinase 9 (gelatfnaaa B 

428839 AI767756 Hs.B2302 Homo sapiens COMA FU14614 fin, clone NT 

423629 AW021173 Hs.18612 Komo sapiens cDNA: FU21909 fts, ctone H 

443830 AI142095 Ha.143273 ESTs 

413516 BE145S07 fll):MRaHT020B-22t29&.204^12HT0208Homo 

433527 AW235613 Hs.133020 ESTs 

427986 N45214 H8.2823B7 Homo sapiens cDNA: FU21B37 fis, done H 

457453 270B95 Hs.272240 Homo sapiens cDNA FU 11085 fis, done PL 

427687 AW003867 Hs.1570 hlsteirine receptor HI 

455068 AI807894 Hs.47274 Homo sapisnB mRMA; cDNA DKFZp5S4B176 (fr 

441720 AI346487 H B .2B739 ESTs 

419569 A&71651 Hs£1143 jagged Imagine syndrome) 

445921 AW01S211 Hs.146181 ESTs 

429957 AW204530 Hs.99500 ESTs 

403137 

425268 A1807883 Hs.180059 Homo sapiens cDNA FU20653 fis, clone KA 

428645 M431400 Hs.98729 ESTs, Weakly sirrilarfe) 2017205A dihydro 

43S63S AA47728B Hs.94B91 hypolhefcal protein FU22729 

406806 AWB47814 Hs.289005 Homo sapiens cONA: FU21532 Bs, clone C 

439277 R80061 Hs. 164478 hypothetical protein FU 21 93 9 sfcTt3ar to 

4435B4 AJ 807036 Hs.267245 hypothetical protein FU 14803 

40668B T62745 H8.1B4411 albumin 

452194 A894413 Rs.332649 oKactory receptor, family 2, subfamily 

437594 AA761431 Hs.74335 heat shock 90kD protein 1, beta 

433759 AA680003 Hs. 109363 Homo saptero cDNA: FU23603 Ha, clone L 

420911 U77413 Hs.1DD293 O-linfced li^cety^liiDOsamine {GlctMc) (r 

4140BO M1352S7 Hs47783 B aggressive lymphoma gene 

450209 AW008921 Hs.13138 Homo sapiens, clone IMAGE344B343, mRNA. 

441790 AW294909 Ks,13220fl ESTs 

439352 BE614347 Hs.169615 hypothetical protein FU20989 

449664 R06212 Hs.127733 ESTs 

435979 W03698 Hs.83513 ESTs. Weakly similar toAUIIJWMAN ALU S 

424602 AKQQ2055 Hs,161Q46 hypothetical protean FU11193 

AW976441 H&2S6100 ESTs 

BE145808 flhJWRO4lT02O8-1O1299-103-ft1 HT0208 Homo 

U52C96 obiHuman zinc finger protein {kr-znfl) m 

U32974 Hs.172777 bacutovhal tAP repeakantafcilng 4 

AL117461 Hs32719 Homo sapiens mRMA; cONA DKFZp586F1822 (f 

AI07BS90 Ha.146847 TRAFfsmfly rnemoer-essodated MFKBaefiv 

AK0Q1B52 Hs.99423 ATP^epertdentRNAhefcase 

AA908197 Hs.108650 MAKnlsted Wnase 

AW976987 Hj.163327 ESTs, Wbekly similar to 2109260A BceJI 

BH43983B Ks.44298 mitochondrial ribosomal protein S17 

NrA.014158 Hs.279938 HSPC067 protein 

R16258 H3.6217 Homo sappsns cDNA FU 12521 ffs, done NT 

AJ217477 Hs.194591 ESTs 

AW4191SB Hs.257924 hypolheBcal protetn FU 13782 

A169709O Hs J 27337 axio 2 (conduclin, axil} 

NMJJ14735 Hs.82292 KWA0215 none product 

AA290938 Hs.190551 ESTs, High* shnlar to SORIJ1UMAN SOffTl 

BE5G0621 Hs.9222 estegen receptor binding site associate 

BE300091 Hs.119B99 hypc4heficaJ proWn FU 12969 

NMJW1490 Hb.1 59642 gfecoeamiiiyl (N-acetyj) transferase 1 t c 

BE3849S2 Hs^OTB Homo saptens cCNA: FU22128 fe, done H 

NM-000715 Hs.1012 c^Bmentcwnponent4-WndIng protein, 

AI9B5810 Hs.301173 ESTs 

MB2246 Hs.35406 ESTs, Highly similar to unnamed jxofetn 

H99169 He. 23460 mitochondrial rib osomai protein S25 

AA151342 Hs.12677 CGM47 protein 

NMJK5368 Hs.30985 pannerfnl 

AW393080 Hs.228320 hypothetical protein FU23537 

AU077195 Hs.164036 glucoaamhio (N^cetyI)^Bunata3e (Sarrf 

synaptosomal-aseodated protein, 23kD 
BlKl^MT0013-28rj3KMBl-e93 MTO(rt3Homo 
Homo sapiens cDNA FU13D47 fis. done NT 
hypolhefcal pnoteJn FU1449S 
ESTs, WoaWy sanllar to 034087 hypothett 

POZ-blndlng kinase; T-cell originated pr 
pairad box gene B 

ESTs, Weakly similar to 139294 McLeod sy 
fatty arid binding protein €L leal (gas 
KIAA1718 protein 

ceU growth regulatory w«h EF-hand doma 
ESTs 



428967 
455530 
407502 



417846 
421056 
420B17 
421641 
429534 
403353 
433037 
443183 
457728 
415786 
433013 
417601 
420276 



446223 
426851 
436203 
416402 
436554 
413801 
416246 
445413 
452909 
447048 
425942 
40B333 
428454 
411064 
45S632 
448292 
469055 
402167 
433133 
437828 
404232 
418164 
412610 
452787 
425762 
410718 



U5S936 Hs.184378 
AW94B147 

AI744445 Hs.167073 

BE2B1316 Hs.47334 

N23235 Hs.30567 

AB027249 Hs.104741 

AW97680S Hs.73149 

AI761B20 Hs^1074 

XS090B Hs.74126 

AW294022 Ks^22707 

U6646B Hs,159525 

Al 920783 Hs.191435 



3,18 
317 
3.17 
3.17 
3.16 
3.16 
3.16 
3.15 
315 
315 
3J5 

ais 

3.15 
3.15 
3.15 
3.16 
3.15 
115 
3.15 
3.14 
3.14 
314 
3-14 

ai4 

3.13 
3.13 
3.13 
3.13 
3.13 

ai3 

3.13 
3.11 
3.11 
3,11 
3.10 
3,10 
3.10 
3.10 
3.10 
3.10 
3,10 

aw 

3.10 

aio 

3.10 
3.10 
3.10 
3.10 
310 
3X9 
3.09 
3.09 
3.08 
3.00 
3.08 
3.07 
3.07 
3.07 
3.07 
307 
3.06 

aoe 

3X6 
3.06 
3.06 
3,06 
3.05 
3.05 
3,05 
3,05 
3.05 
3.05 
305 
3.05 
3.05 
3X5 

aos 

3.05 

aos 
aos 

3.05 
3.05 
3.04 
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419196 AF110908 Hs.297660 TNFreoeptor-flssdciatBd factor 3 3,04 

446861 A1696519 Hs.14427 Homo sapiens eONA: FU218G0 fia, dona H 343 

425492 AL021918 Hs,158t74 iaie finger protein 184 (Kruppet-lfes) 3.02 

452334 AIS3B627 Ha.105695 KIAA1 688 protein 3.02 

41D102 AW248503 Hs_2797Z7 Homo sapiens cDNA FU14C35 its, done HE 3.02 

416568 H04844 Hs.138558 ESTs 3.02 

426834 NMJKJ1639 Ke.1967 amykMP component, serum 3.02 

426711 AA383471 Rs.1B0669 conserved gane anplfied In osteosarcoma 3,01 

412719 AW016610 Hs.129911 ESTs 3.01 

439586 AA922936 Hs.110039 ESTs 3.01 

422867 L32137 Hs.15S4 cartilage oSgameric matrix prtrtain Jpse 3.01 

423703 T93154 HsJ28705 ESTs 3.00 

400296 AA305627 Hs.139338 ATP-Wndlng cassette, sub-family C (CFTR 3.00 

415261 T40926 Hs.6346 ESTs 3.00 

419436 A120054Q H3.14B77 ESTs, Waa% similar to (deflind not ava 3,00 

429985 NM.015836 Hs.227274 t/yptoprianyl tRNA synthetase 2 {mltocbon 3.00 

423038 D2652B Hs.1230SB DEAD/H {Asp-Cli>Wa-Asp/His} box porvpep 3.00 

407182 AA312551 Hs.230157 ESTs 3.00 

424202 BE350295 Hb.15032 RAN binding protein 17 3.00 

4445B5 AW170015 Hs.6594 ESTs 3.00 

420552 AKD0O492 Ks.9B806 hypothetical proteh * 3.00 

451939 UB0456 Hs.27311 ^ngte-mrndad (Drosaphfe) tiomofog 2 3.00 

441928 AQ7018B Hs.211454 ESTs " 3.00 

430B88 BE155293 Hs.76064 rfbosomal protein L27a 3.00 

417806 AJB67277 Hs.183733 ESTs 3.00 

447175 AI365208 Hs.293606 ESTs 3.00 

417177 NMJJ04458 Hs.B1452 fatry-sckf-CcianzymeA^asa, long-chain 3.00 

435447 AB72932 gb:uvm72e03.x1 NCLOGAPJK2 Homo sapiens 3X0 

405394 3.00 

45497S AWB48047 gb:IL3-CT02t4-29l293-0S2-A12 CT0214 Homo 3.00 

441635 AL135735 Hs.7BB5 phosphalidylinositDJ binding dalhrin as 3.00 

42B36t NMJM5905 Hs.183B58 transcriptional tntermfidfc*y factor 1 3.00 



TABLE SB 



Pkey: Unique Eos probeset Identifier number 

CAT number Gene duster number 
Accession: Gwibanfc accession numbers 



Pkey CAT number Accession 



411765 
411B64 
412359 
413516 
414148 
424492 
430264 
431064 
433667 
434414 



435447 
436411 
443613 
446901 
446310 
451401 
454403 
454975 



125700J 

1262055J 

129085_1 

1374595J 

142133J 

24000B 1 

315008 1 

327472J 

373061_1 



406400^1 
419334.1 
575391J 



757918J 
858474.1 
1170435J 
1247077J 



455838 1374606J 
TABLE 6C 



H43346 AA24S302 AAA 95182 

AWB48147 BE09Z31 6 AW948136 AW94B130 AW948148 AW946129 AW948136 AW94B152 AW948144 AW94B137 AW948160 
AWB379B5 AW83793B AA101955 AWB37913 AW837935 

BE145907 BE1 45796 BE 145803 BE145851 BE145923 BE145B12 BE145B09 BE145852 QE145956 

BE084049AW292S07AA135984 

AJ133482A1207619AA341626 

AA470519BE3D301Q BE3D2854BE3B4120 

AI903735AA4&1283AI694853AW976903AA761352 

AA74399I AA604852 AW272737 

A1798376 S46400 AW811817 AW811616 W00557 BE142245 AW858232 AW861851 AW658362 AA232351 AA218S67 AAD55558 AW856231 
AW857541 AW814172 H66214 AW814396 AF1 34164 AA243093 AA173345 AA1 99942 AA223384 AA227092 AA227080 T12379 AA092174T61 139 
AA149776 AAB99929 AW8791B8 AW813567 AW81353B A1267166 AA157718 AA1 57719 AA100472AA1 00774 AA130756 AA1577C5 AA1S7730 
AA1 67715 MO 53524 AW8495B1 AW554566 C05254 AW862836T92637 AW612621 AA2065B3AA209204 BE1 56909 AA226824 AIB29309 AW991957 
N66951 AA527374 H66215 AA045564 A1694265 H30aO8 AA149726 AW195620 BE0B1333 BE073424 AW817662 AWB17705 AW617703 AW817659 
BE081531 H59570 

AI872932 AA6B2306 BE220163 WBB695 TB1307 H91447 

AW674352 AA715374 Z25205 

AI079358W232B7 

AI347274AW844024 

A1480316AWB47535 ' 

AI793163AW87S182AW87517BAWB75176 

BED6S965 BE065944 BE066W8 BE066003 BE066093 

AWB46047 AWB48202 AWB48631 AW848142 AWB48702 AW848121 AW848632 AW848140 AW84B571 AW84B009 AW848067 AWB45069 AW848905 
AWB48214 

BE14S608 BE145B07 BE1818B3 



Ptey: Unique number oorraspondlng to an Eos probeset 

Refi Sequence source. The 7 digit numbers in this column era Genbank Identifier (Gl) numbers. "Dunham !. et al." refers to the publication enEtted The DMA 

sequence of hi*nan cftroraosorr»22." Dunham Let al., Nature (1999)402:469495. 
Strand: Indicates DMA strand from which axons were predicted. 

NLpoeita Indicates nucleotide positions of predicted axons. 
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10 
15 
20 
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30 

35 



40 
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65 
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Pkey 


Ref 


Strand 


NLpOSitfOn 


400534 


6981626 


Minus 


278637-279292 


401165 


9438376 


Minus 


168244-168423 


401480 


7321503 


PZus 


166120-166347,166451-166S57J69651-169832 


401544 


857613B 


PJus 


8265543959 


401623 


2262095 


Minus 


42575-42697,43189-43237,45930-45974 


402167 


8571795 


Phis 


109122-110357 


402963 


541S653 


Minus 


12950-15959 


403137 


9211494 


Minus 


92349-92572,92958-93084,93579-93712,93949-94072,94591-94748,9521 4-B5337 


403776 


7770611 


Minus 


1414-1513,1624-1756 


404025 


7341444 


Plus 


131741M31905 


404232 


5218045 


Minus 


71800-71956 


404263 


3367202 


Minus 


5567556055 


404477 


8080699 


Plus 


113390-113577 


404516 


8151967 


Pius 


114153-114322 


404519 


8152000 


Plus 


12617-13000 


404667 


7249169 


Minus 


101320-101501 


404996 


6007390 


Plus 


37999^145,38652-38998.39727-39872^0557-40674,42351-42450 


405394 


6624123 


Minus 


31900-32373 


405460 


7684569 


Mfous 


52223-52369 


405769 


3046270 


Minus 


76844-77193 


406117 


9142932 


Plus 


54304-54584 


406333 


9213235 


Plus 


6468&-6479S 


406360 


9256107 


Minus 


7513-7673 


406414 


9256407 


PJus 


4959349850 



TABLE 7A: 516 GENES UP-REGULATED IN COLON CANCER COMPARED TO NORMAL COLON 

Table 7A Pels 516 genes up-regulated In colon cancer compared to normal colon . These were selected as for Table 6A except for usmg all CEP and colon 
tissue gstasttg normal samptea In determining the d enominator value and the ratio was equal taororeaterthan 5.1 



sample in the normal body 



Pkey: 

ExAccrc 

UnTgenelD: 

UnigeneTltie: 

R1: 



Unique Eos probeset id enffier number 

BoempJar Accession number, Genbank accession number 



Umgene gene title 

Ratio of tumor to normal colon 



Pkey 


ExAccn 


UnJgenelD i 


441031 


AI110684 


Hs,7645 


406667 


M12523 


Hs.184411 ; 


409041 


AB033025 


H6.50081 


428330 


L22524 


HsJ2256 i 


421552 


AF026692 


Hs.105700 ! 


429201 


X03178 


Hs.198246 • 


452281 


T93500 


HeJ28792 I 


447033 


AJ357412 


H5.1576Q1 I 


428839 


A1767755 


Hs.82302 I 


438461 


AW075485 


Ks.266049 | 


413841 


M34276 


Hs.75576 | 


428187 


AJ6B7303 


H&.2B5529 ' 


408806 


AW847814 


Hs.289005 i 


452862 


AW376Q65 


Hs.8687 


415969 


AI26770D 


Ha317584 


427585 


031152 


Hs.179729 i 


421470 


R27496 


Hs.1378 


424051 


AL11D203 


Hs.138411 


439769 


AL359C55 


Hs.67709 


449032 


AAD45573 


Hs.22900 


421462 


AF016495 


Ka/104624 


424252 


AKD00520 


Hs.143811 


452823 


AB012124 


Hs.30696 


432340 


AA534222 




433447 


U29195 


Hs.3281 


414386 


X00442 


Hs.75990 


425260 


L4772B 


Hs.1870 


444754 


T83911 


Hs.11881 


439516 


W76326 




443211 


A11263B8 


Hs.143655 


439608 


AW864696 


Hs301732 


4145S9 


AV656184 


Hs.76452 


412719 


AW01661Q 


Hs.129911 


439451 


AF886270 


Ks.278554 


446974 


AL049390 


Ha.22689 



fibrinogen, B beta polypeptide 
albumin 

KIAA1199 protein 

matrix meteHopitJteiiwse 7 (maWyslii, 
secreted ftizzfed-retated pttteh 4 
group-specific component (vitamin 0 bind 
KomofiaplenscDNAFU11041 is, clone PL 
ESTs 

Homo sapiens cDKA RJ14B14 fis, clone NT 
phoephoserine aminotransferase 
plasminogen 

G proteifwupled receptor 49 
Homo sapiens cDNA: RJ21532 fis, clone C 
ESTs 
ESTs 

collagen, type X, alpha 1 (Schmki meteph 
annejdnA3 

Homo sapiens mRNA; cDNA DKFZp586J1922 (f 
Homo sapiens mRNA foil length Insert cON 
nuclear factor [eryftroW-denved 2>lk 
aquaporirt 9 

hypothetical protean FU20513 
banscnpSon factor-like 5 (basic heBx 
gb:nj21dOZst NCLCGAPJU1 Homo sapiens 
neuronal penfradn II 
haptoglobin 

phenylalanine hydroxylase 
transmembrane 4 superfsmly member 4 
0kzd5OdO4.rt SoaresJa1aU»arLNbHH1&vV 
ESTs 

nypotheOcat protein MGC5306 
C-reactive protein, pentraodn-ielated 
ESTs 

heierochromatirvfiks protein 1 
Homo sapiens mRNAr cDNA DKFZp5B601 318 (f 



R1 

57.52 
4954 
49.18 
42J22 
34,64 



33.10 
31.24 
26.84 
2540 
2468 
24.00 
23.1B 
21.34 
2052 
19,22 
1752 
17.38 
17.28 
VM 
17X12 
16.98 
16.70 
16.64 
16.59 
16.19 
16.08 
1532 
1530 
15,78 
15.52 
1542 
1554 
15.18 
15.03 
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416402 


NM 000715 


Hs.1012 


cmnolflcnentcnrTHWiflnl 4-hJrvflnn mrJpJn 


14.60 


453863 


X02544 


Hs»572 




14^5 


441243 


AI767056 




ESTs 


14^0 


413318 


AU076607 


Hs.75285 


fnler-aiirilia foinhi iKn. InhthJtnr H2 nnl 


1430 


451917 


AW391351 




Hrann JtanJnrw itoknnwn tnRMA 
rwJtiiu oO|xoih> uiiiuu/VTii it ir\jir\ 


13.91 


433213 


AWB65130 


Kb. 137190 


ESTs 


1380 


423281 


AWD06655 


HS.11B392 


ESTs. WeaWy similar to LNHUER IgE Fc re 


1352 


43B57B 


AAB11244 


Hs 164168 


ESTs 


1340 


429170 


NNLQ01394 


Hs.2359 


dual soficfficltv nhosohfilasfi 4 


13^6 


417006- 


AW6736Q6 


Hs 80758 




13,00 


449199 


AJ990122 


K& 196986 


ESTs 


12.9B 


436393 


AWD22213 


Ha, 143617 


ESTs 




413585 


AI133452 


Hs.75431 


fthrtnnrwi n^mmo fmlumnfMa 

iiLHUiuywi, ytiiniiid puiypopwp 




451561 


N52812 


Lie iTJAfft. 


CO 18 


1979 


420734 






ESTs 


1Z70 


422420 


U0339B 


Hs.1524 


tumor newft^fe fectar f Rnanrt. b unfvfrml 


12.50 


441377 


8E218239 


Hs.202658 


ESTs 


12^45 


435981 


H74319 




ESTs 


19 1R 


417296 


L36196 




O Ln r\_f il lj 1 1 o rtJJ OO O loll IIT^ uVmoiLNILfff u>| 


1Z38 


428664 


AKD01666 

nrwtf i uuu 


H si £9 095 


fiJmJIsrtn 5AL1 1 fsa) inrnRnnhllaUfkn 

sllllllnl U uALLI \9ot \l>1UOUpi]IRlj-ilK7 


12.38 


459370 


AA889982 


Us 271856 




-j 2,34 


430290 




Ufa iaR35S 


ESTs 


12^0 


450221 


AA328102 


Hs.24641 


cvtoskctalon nsBnckrfnri mrrfnln ? 


12.26 


450528 




Hs^0471S 


ESTs 


12,24 


446232 


AI9R1A4R 


Hs.194691 


rotirvvfi* tvJf) Inrli v>oA 

reuiiwc ouu iiiuuuxi j 


19 in 

10 


428223 


AA424313 


Hs.98402 


ESTs 


12XJ0 


432582 


A1823B17 


Hs 16B457 


ESTs 


12,08 


407884 


UbVf gu IU 


Hs 95011 


syiiuulMiiii, ucLd 1 \U|]fwv|llllra>>B%MiHO 


19 H9 


428493 








19 m 


407202 


N58172 


Tl&i IVvOf V 


ESTs 


11 fii 


422109 


S73265 


Hs.1473 


{JbSU llrwBIBBSinil pepUUe 


41 Rfl 


434699 






Unmnnnhnc^i CI 11 -tOOD Re rVmn UC 

noiuo sapiens cuna rLJ nyou ws* ccne nc 


4 l .DO 


447532 


AK000614 


Hs.18791 


nypctn oUCo > {jrutain rLJ^UDUr 


ti .or 


*rHO 1 v-t 


T49951 


HsJ9029 


Ui\rx_r'+o / 4k3UOx p.Obclli 


1 1.(1/ 


450149 


AWS697H1 


Hs.132863 


zjb i dun j iiRHiKin i. iuua-pdJWu iJrooopni 


11^2 


446372 


AB020644 


Hs.14945 




11,46 


453909 


AW004045 


Hs.203365 


ED 18 


14 At 


416555 


AW968613 


HS.7&42B 


QCL2tetfetimfkus FIR l^rxJntp.rv^nn rvn 


11.34 




AI953425 


HA246911 


do ib ( tvocny withhtiu uduu tiypouiBU 


11 V) 
I i.Jc 


433011 


H07960 


Hs.306044 




4 1 


423575 


C1B863 


Hs.163443 




\\ 99 


455777 


AA5242B5 


Hs.154172 


pex c MnrfaratnlvEWJIn'lnnrySF Ml IMAM R 


11 9rt 


425745 


U44060 


Hs.14427 


Yinmn tswiVwis rnMA* Fl |9lflnf1 fl>) firrtip H 
nwi w cm^iioiis curvv, rwt iauu its, uuiic n 


1 1.VD 


407168 


R45175 


Hs.117183 


ESTs 


10.91 


407633 


NhU»7069 Hs.37189 


tJ mi far +n rot MQFV1 fl7 
similar id rui nrtcviur 




400534 








10.88 


450434 


M166950 


H&.195B70 


hu«wHialip»dr nrrAtxn CI HilGQl 

nypcei oucui proiwri r lj inyy i 


1fl7A 
IUL/D 


445 R71 


AA2&D970 


Hsu251946 


poJy(A)-h1nding protdn, cytoplasmic 1*1 


4n Ctk 


440526 


A1832243 


Hs.211471 


COTo 
DO IS 


in fi^ 




A1767152 


H6.1B1400 


co i &) vvestoy ainiisr id i/ coe» sonntain 


1ft fi9 




R76886 




gD.yiaiwjJii Qosres pisceiufi nd^Ht riomo 


1U.?Z 


431958 


X63629 


H(L2877 


iwiiniit o f typo i| r-vwuu wii i yuKvoniP 


1fl R9 


453922 


AF05330S 


Hil367QB 


uuuoing unnininBoo mf DaisinioBODHs i 


1 n en 


.ACTORS 


AW7631& 


Ha.192480 


coia 




406950 


AA707814 


Hs.14945 


Innn fetfv acirf-CnA svnttinlftAA 9 rwyin. 


10.38 


419852 


AW503756 


Hs.286184 


hunnHialiriid nitrhdn rilRM R9 


■in 


414718 


K95348 


Hs.107987 


ESTs 


1ft 9Q 


447505 


A104926B 


Hs.16724 




m 9A 










4ft 44 


426536 


AI143139 


Hs.2288 


maUHlHINB 1 


•in nn 


444381 


BE387335 


Hs.283713 




Iv.Lk> 


437267 


AW511443 


HsJ68110 




1ft nn 


420563 


H77859 


Hs.65450 


IBDCUKNl 4 


in nn 


407244 


M10D14 


Hs.75431 


flbflnoQSiii osnrms ptiypfipfada 




425071 


•WU013989 H8.164424 


HfiWIiAflAA frtriflHwrnnlnp Iutp H 

UBKJUIIM3>K7 t UWJU IJ 1 UIIII K t >/frC If 


9 97 




AI0219B7 


Hs£9970 


CQTp 

tolS 


951 


AKOO\A 
'KkKm 


BE514127 




grcoui Ji&yr*«*i ninjWaLL-d rtomo sepionscu 




Wow 


K76693 




gb.yiDOcn.n Soares puicsma MteHPHomo 


9.90 


*«41U«F 


AW205197 


Hs.240951 


Homo Gapiens, STmiarto RJKEN cuNA 2210 


9.68 


447863 


AL047611 


H&288B8S 


P^mn csnWw rTWA Fl M49M ITs rtnna m/ 
rwino NJfJwOS wJPJrt rLJI-ttnO US, CEO 119 V/V 


a, 


448106 


AI800470 


H*171941 


ESTs 


9.64 


439192 


AW97D536 


Ks.105413 


ESTs 


964 


446619 


AJU076643 


He.313 


secreted phospfioproteln 1 (osteopotiHn, 


9.61 


427535 


R29543 


Ha.2164 


pro-platelet basic protefn (Incktdes pis » 


9.50 


440591 


AA4315S9 


Hs.132799 


hypo&etlca! protein FU234S1 


9.44 


440404 


A1015B81 


Hs.324527 


mftochondrfei ribosomal protein S5 


9.40 


4262B3 
401742 


NMJ003937 Hs.169139 


kyjiureninase (L4tymjienlne tiydrofege) 


9.38 


NA 




NA 


9J0 
a28 


416393 


N54037 


HsJ2628S9 


plasmhoaon-lrka 


413339 


AI818060 


Hs.194290 


ESTs 


9.28 


437641 


AAai1452 


Hs.291911 


ESTs 


9.2B 


428743 


AL0B0060 


Hs.301549 


Homo sapiens mRMA; cONA DKFZp564H172 (fr 


9.22 


431319 


AAB73350 


Hs.302232 


ESTa 


9^1 
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434003 


AA74D878 


Hs.1 12982 


446311 


AW007294 


Hs.149795 


4199BB 


X0443Q 


Hs.93913 


413597 


AW30288S 


Hs.117183 


440527 


AV657117 


H5.1B4164 


409327 


L41162 


Hs.63563 


444107 


T46B38 


Hs.10319 


456653 


AI807519 


Hs.104520 


450154 


A1239925 


Ks.30098 


4328S7 


AW016936 


Hs.233364 


437395 


BE140396 


Hs.21821 


421126 


M745B7 


Hs.102122 


452712 


AWB39516 




419131 


AA406293 


H5.411G7 


444783 


AK00146B 


Hs.62180 


418595 


AA89463B 


Hs.14600 


422B6S 


AJ011612 


Hs.119018 


409757 


NI4_001898 Hs.123114 


419752 






412446 




92127 


433285 


AW975944 


ns^o/ow 


41453B 






44931B 




nt>.r DM i 


430835 




ns. i azj/xi 


445467 




MS. 1301/ 


445S37 




ns. i^W 


450375 


AA009647 


He Afttfl 

iuuOOUU 


428355 




He 


444478 
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420759 T11832 Hs.127797 Homo sapiens cDNA FU1 13B1 fis, ctona HE 7.48 

433659 AWB96758 Hs.273789 ESTs 744 

423952 AWB7778? Hs.136102 KIAA0853 prolan 7.44 

431193. AW749505 Hb^96770 K1AA1719 protein 7.43 

413630 M1301B8 Hs.19977 ESTs, Moderately similar to ALUB_HUMAN A 7.40 

417479 A10570S2 Hs.133554 ESTs, WeaWy singly to Z195jWrMN2iNC 7,40 

424613 AU79B50 Ks.151236 highly chafed protein 7.37 

417720 AA205625 1*5.208067 ESTs 735 

449347 AV649748 Ha.295901 K1AA0493 protean 7,34 

449444 AWB18436 Hs.23S90 schite carrier family 16 {monoMrboxylic 7.34 

447499 AW2625B0 Hs.147674 pratocadherfn bete 16 7.32 

426890 AA393167 Hs,41294 ESTs 7 31 

45056B AL050078 HsJ25159 Romo sapiens cDNAFU 10784 fe. clone NT 7.28 

445019 At205540 Ks.2Bl295 ESTs 7,28 

419474 AW968619 Hs.155849 ESTs 7.24 

417015 M83772 HS.80B76 fiavln contafrrhig monooxygenas© 3 7,24 

411765 H4334B gb TP 09a04j1 Soares breast 3NbHBst Homo 7.24 

448816 AB033052 Hs.22151 KIAA122B protein 7.18 

416143 AIB55650 Hs.78033 glirtarnfayf^e^decydotansferase (glu 7,18 

451815 AW974911 Hs.184793 Homo sapiens cDNA: FU218B0 fls,ctone H 7.18 

420777 AA280223 Hs.130865 ESTs 7.16 

414463 769 078 Rs.76177 a!phfi-1-tnlcf09lobuanAj?ajnfn precursor 7.14 

408269 AA576953 Hs.22972 nypcttiefoal protein FU13352 7.14 

443614 AV65S386 Hs.7G45 fibrinogen. B bete polypeptide 7.14 

448706 AW291096 Hs.21814 WerteuWn 20 receptor, ^IpHa 7.13 

441124 T97717 Ha.1 19563 ESTs 7.12 

414680 AA743331 KsJ72572 hemoglobin, alpha 2 7.10 

446432 A1377320 rfc.150058 ESTs 710 

439295 AW2QG091 Hs.253536 ESTs 7.08 

436902 AW247145 Hs.192729 ESTs 706 

428679 AA431765 gbizw80cQ3.s1 SoaresJesSsJJHT Homo sap 7.08 

414865 AA157155 Hs.274414 hypothetic protein FU 14457 7.08 

421373 AA808229 Hs.167771 ESTs 7.03 

432436 BE218883 HB.2B2070 ESTs 7.05 

427933 AW974543 rfe.190571 ESTs 7.04 

436330 KM.004413 Hs.109 dirjeptktese 1 (renal) 7.04 

433800 A1034361 Hs.135150 Jung type-l ceil meaibrane-assoclaied gry 7.01 

416763 AK000219 Hs.68367 hypothetical protein FU2021 2 6.98 

446322 N23033 Hs.155814 ESTs 6.98 

442577 AA29299B Ks.16390O ESTs 6.98 

429466 AF155827 Hs.203963 hypotheSca) proteb FU10339 6.94 

412260 AW205116 Hs.272014 hypothetical protein DKFZp434E1723 692 

436679 AI127483 Hs.120451 ESTs, Weakly similar to unnamed protein 6\90 

42912S AA446854 Hs271004 ESTs,WeaWy similar to 138022 hypolheH 6.90 

453204 R10793 Hs.191990 ESTs 6.90 

431576 M765GS Ra.275215 hydroxysteroti (11-bete) dehyfrogenase 1 6.8B 

427878 C0578B Hs.181022 CGl-07 protein 8 98 

45443B AA224053 Hs.1724D5 celt division cycle 27 6.86 

424402 M63108 Hs.1769 totatntztng homx^hwloflonactetropln r 6.86 

43B394 BE379623 H&27693 pepWylprtrtyl feomarase (cydophiln}-! 6.64 

414271 AK0D0275 Hs.75871 protein Knase C binding preterit 1 efiO 

417168 AL133117 Ha.Bt376 Homo sapiens mRNA; cDNA DKFZp586L1 121 (f 6.B0 

419B29 AB020895 Hs.91662 K1AAQ888 proteh 6.80 

451686 AA059246 He/110293 ESTs 6.80 

430829 AW451999 Hs.194024 ESTs 6J8 

446501 AE302616 Hs.150619 ESTs 6.78 

442973 BEE57665 Ks.288550 Homo sapiens cDNA: FU23156 fls, ctona L 6.76 

457030 A1301740 Hs.173381 dihydrownroidlnasa-Gka 2 6.76 

437773 U24186 Hs.283018 replication protein A complex 34 fed subu 8.73 

416018 AW138239 Hs.78977 proproie&i corrvedasecobtlEsliitoJn 1 6.72 

425476 AB007953 Hs^66840 ESTs 6.70 

411643 At924519 Hs.1 92570 hypothetical protein FU2202S 6.70 

41B556 AM17215 Hs.87159 bypothefical protein FU 12577 6.67 

453102 NMLO07197 Hs.31664 frizzled (Drosophla) homotog 10 6.62 

433515 M7329B2 Hb.269807 ESTs, WeaWyskntartoAWUlUMAN ALU S 6.62 

45063B AKD01B26 H&2524S fiypolhstlcat protein FU11269 660 

450480 X82125 Ha25040 zinc finger protein 239 6158 

445191 AF046588 Hs.12393 rfTDP-^liicose dehydratase 6.56 

414575 H11257 Hb.2295B Homo sapiens clone IMAG&451939, mRNA se 8.54 

432639 AW973785 gb:EST385B86 M*GE resequences, MAGM Homo 6.54 

410116 AWB30B71 Hs.58638 squamous cell carcinoma antigen recogrw 6.54 

449894 AK001578 H&24129 CLLL7 protein 653 

442914 AW1BB5S1 Hs.99519 hypothetical protein FU14807 &53 

424745 AA214618 Hs.152759 scBvatox of S phase kmasa a62 

441801 AW242799 Hs.86356 ESTs 6.52 

435542 AA68737B Hs.269533 ESTs 651 

427072 H38046 Hs.303193 ESTs 6*50 

418051 AW192535 H5-19479 ESTs b"46 

436217 T53926 Hs.107 Iibriiwgen-I8» 1 6l46 

439809 R41396 Hfe.101774 hypcttie&al protein FU23045 646 

430704 AW613091 Hs335799 ESTs 6.44 

410227 AB009284 Hb£1152 exostoGes (rmjrM0H^2 e.43 

417067 AJ001417 Hs.81086 solute canter famKy 22 Cexlraneuronal 6.41 
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42B392 H10233 Ha.2265 secretory granula. neuroendocrine prota! 6.40 

45219B AJ 097560 Ha.61210 ESTs^WeaWyslmter to 138022 hypoBieR 6.40 

438202 AW169287 HS.2258B ESTS 6,3B 

_. 458311 AFD69478 gb:AFQ6947B Homo sapiens astrocytoma lib 6.38 

5 4513B9 N73222 Hs,27gQ09 matrix Gla protein 6.36 

427809 AA8292B6 Ha.332053 serum amytokl A1 6.35 

448693 AW004654 Hs. 226320 hypctheOral proN n FU23537 6.34 

425492 ALD21918 Hs.158174 zinc linger protein 184 (KhippeWke) 6.34 

435532 AW291468 Hs.117305 Homo sapfene, done IMAGE36B2908, mRNA 6.32 

10 433906 AW29B141 Hs.157975 ESTs 632 

4301 14 AA847744 Hs.99540 ESTs 6.32 

434032 AW009951 H&2Q6892 ESTs 6.31 

444656 A1277924 Hs.145199 ESTs 6.30 

433607 AA602004 Hs.23260 ESTs 6.26 

15 440659 AF13416Q Hs.7327 daudlnl 6.25 

435663 AIG23707 Hs.134273 ESTs 6.24 

409916 BE313625 He>57435 sdutecanter family 11 (proton-coupled 6.24 

436547 AJ297351 Hs.30824 leucine tfpper transcription factor-like 6.24 

447500 A1361900 Hs.1592!2 ESTb 6124 

20 407237 AA168872 Hs.6216 Homo sapiens riepatoceJhila- cEranoma-as 6.22 

417715 AW9695B7 HsJJ636Q ESTs 6.22 

4Z3276 AC003034 Hs.126261 Homo sapiens Chromosome 16 BAC dono CIT 5.20 

438138 R98299 Hs.177502 ESTs 020 

424590 AW966399 Hs.46821 hypolheHoal protein FU2DQ86 6.20 

25 416B57 AA18B775 Hs392453 ESTs 6.20 

4276B7 AK001279 Ks.180171 HomosapterecDNAFU104l7fe l ctonetfT 6.18 

42959B AA811257 Hs.269710 ESTs 6,18 

426921 AA037145 Hb.172365 deavage stimulation factor, 3' pra-RNA, 6L1B 

438940 AFD75045 Hil271609 ESTs 6.18 

30 400195 NA MA 6.15 

430473 AW13O690 Hs.59962 ESTa 6.12 

452291 AF015992 Hs.2BB53 CDC7 {cell division cyda 7, S. cerevfel 6.10 

420096 AA77591Q Hs.S5011 syrrtropnb. beta 1 (dysIropWn-associate 6.10 

427513 A1476318 HS.1924B0 ESTs 6.10 

35 448934 AI508134 rto.225592 ESTs.H^hVsimflartoTSI^rinorbox 6.10 

410389 AW954Q49 Hs.8177 ESTs, Weakly urmter to PIHU86 salivary 6.08 

430345 AKD00282 Hs^396Bt hypothetical protein FU20275 6.68 

424856 AA347746 Hs.9521 ESTs. Vteatty similar to ZN43JHUMAN ZiNC 6,DB 

4O904B H59990 Ha.37699 ESTs 6.08 

40 427674 NMJ»3528 Hs.2178 H2B hfetana family, member Q 6.08 

452689 F338BB Hs384176 tarafenin 6.06 

453804 AA30O204 Hs.35276 K1AA08 52 protein 6.06 

442875 BE623003 Hs.23fi25 Homo sapiens ckxia TCCCTA00142 mRNA &equ 6.05 

40B243 Y00787 Hs.624 InterteutaS 6.04 

45 420721 AA927602 Hs.158471 ZAP3 protein 6.04 

429303 AA383Q24 Hs.201603 Homosapfens mRMA; cDMA DKFZp434O0917 (f 6.04 

435420 AI928513 Hs.59203 ESTs 6.04 

428046 AWB127&5 Hb.155381 ESTs. Moderately similar to I3B022 hypol 6.04 

407746 AKWH862 H&38114 hyprjthelfcaJ protein FU 11 160 6.02 
50 442116 AI6B4570 his. 1288 13 ESTs 8.00 

423668 NMJJ0S256 Hs.129818 ?owth arrast-specffic 2 6.00 
422011 U30246 Hs.110736 solute carrier famBy 12 (sodium/potassl 5.99 
441794 AW197794 H&2S333B ESTs 5.99 
434739 AA804487 Hs, 1441 30 ESTs 5.9B 
55 449602 AW901Q04 Hs.23984 hypothetical protein FU201 47 5.96 
420218 AW958037 Hs.286 rlboronri pnfeta L4 5.96 
425707 AF115402 Hs.11 71 3 E74J fee factor 5 (ets domain transcript 5.34 
445546 AW468821 Hs. 156054 ESTs 5.94 
439096 AA830185 Hs.269680 ESTs 5.94 
60 4S2606 N45202 Hs.90012 nypolheflcal protein HJ23441 fi£4 
427701 AA4111M Hs^4388S niidsarautoantigenic sperm protem (Ms 5.94 
417246 AJ760098 H&21411 ESTs 5.94 
433190 M26801 Hs.3210 renin 5.92 
418744 A1887288 Ha.196379 ESTs, Wteakry simfer to putative p150 [H 5.92 
65 421477 AI904743 Hs.1 04650 hypoftefcal protein FU10292 5.92 
434342 AI791138 Hs.1 16768 ESTs 5.92 
406668 T62745 Hs.184411 albumin 5.92 
4186GB AW407987 Hs.T73518 M-pKiaw pnosphoprotein homotog 5.90 
„ 429984 AL050102 Hs2272Q9 hypothetical protein FU21617 5.90 
70 408BS7 AA437199 Hs.656 cell divteton cyde 25C 6.90 
409913 BE243642 Hs. 28 3077 carrtroaomal P4.1-assodated pfotein; unc 5.88 
450380 A1B63675 Hb.114017 ESTs - aB8 
413026 AA809465 Hs.1 24219 hypdheiteal protafn FU12S34 6.88 
454653 AW812227 gb:RC2-STO17^2O1099-011-gO9 ST0173Homo 5.87 
75 457876 AI821940 Hs.264622 ESTs, Moderately similar to ALU8_HUMAN A 5.86 
437222 AL117588 H 8, 12778 ESTs 5^6 
455630 AV655701 Hs.75183 crytodrorne P450, subtenJry HE (eihaiot- &B6 
426269 H15302 Hs.168950 Homo sapiens mRNA; cONA DKFZp566A1(M6 (f 5.84 
... 409045 AA635062 hfe.50094 Homo saptens mRNA: cDNA DKFZp434O0515 (f 5^4 
80 441645 A1222279 Hs. 201 555 ESTs, Weekly simitar to T23406 hypotheti 5.84 
401352 5.84 
419088 AI538323 Hs.52620 inlegnn, beta 6 5.84 
431379 AAS042S4 Hs.162937 i»r^ylr^1y)tsornQraseA{cycbphll1(T 5.83 
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ESTs, Moderately sirnlar to S65657 alpha 5,82 

Homoaaptens cOMA FU10518 fis, done NT S,B2 

ESTs s.82 

ESTs 5.80 

ESTs 5,80 

Homo sapiens PiG-M mRNA for mannosyltnm 5-80 

diaphanous (Drosoptilla, homolog) 2 5,60 

ESTs 5.78 

ESTs 5,76 

lyByloa'dase 5.7B 

ESTs, WeaWy slmlar to PC4259 fefrilin 5,76 

ESTs 5.74 

Homo sapiens cDNA: FU21564 fte, done C 5.74 

ESTs 5J4 

hypoMcal protein OKFZp566|133 5.74 

ESTs 5.72 

tyrosyipnotBtn sutfotransferase 1 5.72 

ESTs, Moderslely slmlar to 138937 DNAJR 5,72 

phosphotartol 3-phosphate-Wndjng prat 5.71 

ESTs 5.70 

COBW r -Kke pruieri 570 

Homo septens, clone IMAGE:36B5398, mRNA, 5.70 

Nlamann-PIck disease, lype CI 5.68 

KIAA1Q0B protein 5.68 

zJncflnger protein 5.B8 

K1AAQQ09 gene product 5.65 

ESTs 5.64 

aldehyde dehydrogenase 8 tartrty, member 5.64 

H2A htstone family, member A 5.62 

ESTs 5.60 

gb2o85a02.r1 Slrategena pancreas (93720 5.60 

ESTs 5,53 

ESTs 6.58 

ESTs 5.58 

ESTs 5.58 

kalikram 1 D 5.55 

ESTs 5,55 

Homo sapiens PR01 550 mRWA, parUaJ cos 5.54 

ESTs 5.54 

hypotha&al protein FU21007 5^4 

gb:HA2093 Human fetal liver cDNA Ibrary 5.54 

ESTs fi.52 

ESTs 552 

gbtHuman H1 9 RNA gene, «jmpfete ods. 5.51 

ESTs 5 51 

KIAAQ007proten 5.51 

ESTs 5.50 

Wnesln-fke 1 5.50 

ATP-tindbig cassette, sub-My C (CFTR 5^50 

NA 5.49 

ESTs &49 

hypotheScal protein FU21 657 5.49 

gb:w671j05Jrt NCLCGAP^CMLI Homo sapiens 5\43 

E8Ts 5.48 

zinc finger pmtefei 5.46 

ESTs. WeaWy similar to AIU2JI0MAN AtU S 5^4 

ESTs 5v44 

ESTs 5.44 

gb2Q43e07.s1 Stratagana HeLa cell s3 93 5.44 

hypoiheecaJ po^n MGC5350 5.42 

AD024pro!dn 542 

ESTs s.42 

ESTs, Moderately similar to ALU1JHUMAN A 5.40 

Homo sapiens cDNA RJ20039 fs, done 00 5.40 

ESTs 5.40 

Homo sapiens cDWA FU20137 fls, done CO 5.40 

Homo sapiens mRNA full bngth Insert cDN 5.40 

gb;Pf^M-SN0016-l2O50CHJ034i02 SM0016 Homo 540 

Homo sapiens cOMA: FU23603 lis, done L 5.39 

ESTs 5.38 

Homo sapiens mRNA for K1AA1566 protein, 5136 

ESTs 5u36 

rysyl oxtdsse 5.34 

Human EST clone 122857 manner transpose 5.34 

ESTs 5.34 

ESTs 5.33 

ESTs 5.33 

ESTa 6.32 

3^ydit>xy^melhyIglularykCoenzyn>d Asy 5^2 

dJ467NH.1 protein 5^0 

Homo aapfenscDMAFU12166 lis, clone MA 5.30 

5.29 
&26 
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401714 
449506 
413151 
414853 
417372 
443613 
412610 
408943 
415139 
447982 
430789 
453921 
409582 
42091 1 
422956 
4tB661 
445271 
435905 
434551 
415245 
43S016 
431242 
433818 
424281 
449138 
449416 
430092 
435574 



440987 
426116 
441928 
432657 
43B011 
437257 
423926 



4t5757 
420170 



425739 
440552 
419706 
427728 
416113 
446223 
407624 
447197 



442833 
445952 
408170 
42423B 
421072 
424717 
423854 
436862 



433264 
452387 
41266G 
430287 
413293 
418217 
401480 
456179 



NA NA 5^3 

AKD01566 Hs_23616 hypothetic** proton FU 10704 5^9 

B47969 Hs.141971 ESTs, Weakly srmfcr to AUimU WAN ALU S 5.28 

U31116 Hs.77501 sarcoglycan. beta (43kD dysfropnirHissoc &28 

T93755 Hs,33472S ESTs 5^8 

AI079356 gb:oz39b09.s1 SoareOhHMPu„S1 Homosupi 5.28 

X9090B Ha.74125 fatty add binding protein 6, ileal (gas 5,27 

MMJJ07D70 Hs.49105 FKBP-asaDclated protetn *2fi 

AW975942 HiU8524 ESTs 5.26 

H22953 Hs.137551 ESTs 52 6 

AA632577 HS.31Q235 E6Ts r Weakly slmlar to 178685 serina/th &24 

A1B24009 Hs.44577 ESTs 5.94 

R27430 Hs.271565 ESTs 52 4 

U77413 Hb.100293 O-Jinked M^acetylgbcoaamiw (GlcNAc) tr &23 

BE545072 Hs.122579 hypotheScel protel n FU1Q461 523 

Mr\U»1949 Hs.1189 £2= transection farfor 3 522 

DB2484 Hs.330994 ESTs 522 

AW997484 Hs.5003 K1AA0456 protein 521 

BE387162 Hs.280B5B ESTs, Highly svnlar to A35661 DMA exefe &21 

Hs.27252 ESTs 5 20 

Hs, 121536 Human DMA sequence from done RPt 1-472E5 5,20 

Hs.251278 KIAA1 201 protein 5.20 

Hs.19934 Homo sapiens mRNAfuUtength Insert cDN £20 

flb:oa13b11.s1 NCLCGAPJ3CB1 HomosapiBiiB 5.20 

Hs.195631 ESTs 520 

Hs.246311 ESTs s^O 

Hs.16614 ESTs 5,20 

Hs.126465 ESTs & 18 

Hs.43645 ESTs 5. 18 

Hs.130229 ESTs 5 18 

Hs.144694 . ESTs 5^ 

Hs.211454 ESTs al7 

Hs.270940 ESTs, Weakly similar to I78BB5 serine/th 5L17 

Hs.145695 splSdngfactof{CC1,3) ai6 

Hs.290931 ESTs, Weakly similar to YFJ7Jf EAST HYPOT 5.16 

Hs,1722 interferim 1, alptia 5.1G 

Hs.98074 Itchy (mouse homotog) E3 uhqultin pnrtB 5.15 

Hs.187810 ESTs s. 14 

Hs.96S31 Human normal taistinocyte mRNA 5.14 

Hs.270366 ESTs, Weekly similar to I788B5 serrneflh 5.12 

Hs.1 59410 mdybdoptenn syntfiase suffurylase 5.12 

Hs.143977 ESTs £l2 

Hs,77899 tropomyosTn 1 {alpha) 5.12 

Hs.180545 Homo sapiens mRNA far hypothetical prole 5.12 

HS.11B76B ESTs, Weakfy similar to RLF (H^apfens) 5.12 

Hs.119699 hypothetical proten FU12S69 Eu11 

Hs.24B941 ESTs 5i11 

0b:yh88b01.s1 Scares placenta Nb2HP Homo 5.1 1 

Hs.34244 ESTs 5.10 

Hs,88201 ESTs.WeatdyslmiiartoACfialnA.Cryst 5.10 

HS.20B038 ESTs 

Hs.31835 ESTs ^08 

Hs,l37635 ESTs 5.07 

Hs.89t13 ESTs &W 

Hs.152213 vnnolosMype MMTV integration site faml 5.O6 

HS.3SB28 ESTs 5x0 

Hs.264622 ESTs, Moderately sJmlar to ALU8_JKJMAN A 5.06 

Hs.30t173 ESTs £05 

Ks.3229 cysteine cfl oxygenase, type I 5.04 

Hs.306094 trinucleotide repeat contaMng 12 6.04 

Hs.74420 origin jecognrrJon complex, soburrft 3 fy 5.03 

Hs.125759 ESTs, Weakly similar to LEU5 .HUMAN LEUKE 5.03 

Hs.302498 GTP-tfnaTng profeb homologous to Sacehs too 

Hs,13442 ESTs R00 

NA 5,00 

Hs.271930 ESTs 5.00 



AA80B465 

AA967742 

AL360137 

AA766243 

AW294215 

AI651016 

A16213S9 

AW293527 

A1752713 

AA911705 

AA86B729 

AJ370188 

AA831815 

BE466173 

A1283085 

X03633 

AF038564 

AA830854 

U43374 

AJ635113 

T19Q16 

AI216751 

C04649 

AJ245600 

AA173525 

BE300091 

AW157431 

R36075 

M610211 

AA328153 



AW204515 

AA3374D1 

AI215069 

H03754 

AI674253 

AI821940 

AI985610 

DB5782 

AI680772 

AlW0t18 

AW1B2459 

AL047483 

AJ910547 

NA 

H75490 



I6ELE2B. 
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Unique Eos probeset identifier rrwiber 

CAT number: Gene cluster number 
Accessfcn: Genbank accession numbers 



75 



80 



Pkey CAT number Accession 

40B432 1058667J AW195262 R27868 AW81 1 262 

408690 10749Q_1 AW864542 AA056567 AW8B2724 

41176S 125700J H43346AA248302AAD95182 

414372 I4390a_1 AA143854 AW753140 AA213770AW970B65AA589075AA492132 

424281 23774?_1 M766243 AA338252 AA33B213 
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424492 


240008 1 


AJ 133432 AI2Q7619 AA341626 


42B679 


294049J 


AA431755AA432015 


430B4B 


324621J 


AW021726 AA487752 M4880B5 


432340 


345248 1 


AA534222AA632632TB1234 


432363 


345469J 


AA534469 AW970240 AW970323 


432639 
434609 


351744_1 


AW973785 H60163 AA557608 


3B950 1 


R76593AF147390R76694 


439518 


47334_1 


W76326AF086341W7230O 


443613 


575391 1 


AI079356W23287 


447197 


711623 1 


R36075AI386546R36167 


447974 


745643J 


R76BBBAI453674R77049 


452712 


9283Q9J 


AW838616 AW83B6B0 BE144343AI914520 AWBB8910BE184854 BE184784 


454653 


t22aoei 1 


AWei2227AW8t2294AW812092 


458311 


543550 1 


AF069476 AF089479 AFQGB460 



TABLE 7G 



Ptey Unique number corresponding to an Eos probeset 

Ref. Seq^ce source. The 7 digit numbers In this column are Genbank ldenGfer{GI} number*. "Dunham L et a).* refera b fte publfcflEfin enSHed The DMA 

sequence of human chromosome 22." Dunham L et ^ Nature {1 999) 402*89-195. puoicawn hiodw jikunr 

Strand: Indicates ONA strand fori? which aeons were predicted. 

NLposftion: Iraflcates nucleotide positions of predicted exons. 



Pfay Ref 



Strand N Imposition 



400534 
401352 
401480 
401714 
401742 
403432 
40377S 
404227 
404567 
404996 
406350 



€981826 
9931258 
7321503 
6715702 
2911726 
9719511 
7770811 



7249169 
6007690 
9256107 



Minus 

Minus 

Plus 

Plus 

Plus 

Minus 

Mil LIE 



Minus 
Plus 



278637-279292 
2606426208 

1E612£M66347,16B451-166557,169651-169B32 

96464-96681 

64003^4147 

68204-68392 

1414-1513,1624-1756 

93110-93259 

101320-101501 

37999^8145,3665^6998,39727-3907^40557^0674,42351-42450 
7513-7673 



Table 8A shows 538 penee ^nrncantly down-feflulated ji colon cancer compared to normal colon. Thaso wero selected as for Table 7A and the ratio was equal to or less than than 
TABLE BA; 538 GENES SIGNIFIC ANTLY 0 O WN-REGU LATED IN COLON CANCER COMPARED TO NORMAL COLON 

Ptejp Unique Eos jwobeset Mentifer number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnJgenelD: Unlneoe number 

UnJgejie Tffle: Utnlnaire gene EOe 

Rt Ra^ofoimortpiionnaicolon 



Pkey 


ExAccn 


Un&enelD 


421996 


AW583807 


Hs.1460 


429970 


AKD00072 


rte227DS9 


457407 


AA505035 


Hs.195651 


423690 


AA929648 


HS.23B04 


426651 


AU076646 


Hs.171683 


425920 


AL0 49977 


Hs.162209 


431436 


AA505035 


Hs.195651 


4330B4 


M19079 


Hg.282265 


442009 


A1733261 


Hs.128320 


416889 


AW250318 


Hs.80395 


429050 


xai333 


Hs.194777 


427019 


AA001732 


Ks.173233 


446947 


AF146747 


Hs^32165 


429657 


D13626 


Hs.2465 


443506 


H10661 


Hs.192124 


415314 


N8B802 


Hs.5422 


451181 


AI796330 


Hs.207461 


429001 


AFD98951 


Hs.194720 


426635 


BE395109 


Hs.129327 


429350 


AI754634 


HS.1319B7 


432251 


AW972963 


HsJZ32165 



Unfgeno Title ri 

glucagon 0,0233 

chloride channel, calcium activated, fam 0.0307 

ESTs 0.0416 

ESTa. WeaWy similar to PN0099 sorfl prat 0.0564 

nuclear receptor subfamH/ 1, group H, m 0.0567 

claudln 8 0X601 

ESTa 0.0607 

«QtJy acTd binding protein 2, fotastiral 0X1629 

a0634 

rnaJ.T-edl differentiation protein a0707 

meprin A, beta 0.0714 

hypothetical protein FLJ10970 0.0735 

pcrycythernia rubra vera 1; cell surface 0.0739 

KIAA0Q01 gene product; putative GfroteJ a0769 

ESTs, Weakty tfmilarto I3B022 rrypciharj 0.0838 

eiycoproteJn M65 0.0353 

ESTs 0.0373 

ATP-bmdirig cassette, auMamlry G fWHT 0.088B 

hypolhelicat protein MGC1 3057 0.0900 

ESTs ft0927 

polycythemia rubra vera 1: cbQ surface 0.0931 
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41 1529 


AA430348 


Hs317596 


rujiiiEj esfjEons cuv\ ru izaz/ its, CKXia n j 


0.0951 


mime 


AW205427 


Hs.190726 


to l3» vVeaKJy amilBrro ALU1 JigNUuH ALU b 


u.uyo7 


431252 


NMJJ05478 


Rs.251380 


lltBUUnINc 9 


fimnc 
v.ww 




N77793 


Hs.46659 


cots, nigiay eimtiarto oi44oo lanmnHi a 


0.09B7 


HO WHI 


AJ075677 


Hs.125461 




U.1UU/ 




D63175 




gp.nuM j j lUuyij uoniecn numai placenta po 




409921 


AW600239 






y. Iwur 


432440 


X53597 


Hs.239B 


S UuaseH a 0111 3I13SB 


0 1 .fi7 


43046B 


NHJ0D4673 Hs.241519 








A1239607 


Hs.99196 


irypotnenca protem MbL-l id^4 


0.1147 


441212 


AW242447 


Hs.146182 


cyuAOIK* DolvyUCOSHlBSB 


U. 1 10/ 




AFD47B26 


Hs.1 29887 


- n J L r ) _ <|n (unit •) 

caanenn iy, type z 


0.1190 


4 1 100 1 


AW841662 


Hs.306831 


Homo 8Spi6flS CLWvv hU^/Ma US, d0n& n 


tMZll 




AW951284 


Hs .296235 


to IS 


0.1239 


453399 


270295 


Hs.32956 


guaiiyitiai cyclase acuvaior luroguany 


n i9itn 










ft -to/ia 
D.lZ4o 




A] 934365 


Hb.109439 


Dstsogtycin (osteoinductive Facax^ mime 






AW856093 


Hs.1 63617 


CO IS 




448835 


BE277929 


Hs.1 1031 


Uda aoman-contanlng 2 


0.1277 




AA370141 


Ks.2281 


cTiromogranln B (secretDgrsntn 1) 


0.1Z91 


mans 


AA255136 


Hs.301914 


neuronal apedfic transcription factor D 


0.1309 


407639 


AW20S369 


Hs.312B30 


E&Ta 


0.1315 




AKD01879 ' 


Hs.107527 


itypoinaDca protein FUJ1 1017 


0.1325 


40*Vf w 


AWB20852 




QQiKU&vlUwi-l/U/lfu-ul VTIZ dIvuUI KCfTX> 


0.1 32o 


451742 


T77609 


Hs.1 17970 


ciiHynn a Jieuioiku 


U.1JOD 




AJQ00512 


Hs.296323 


SSfUm/tfucooortteoId regtiated kinase 


0.1379 


iH 10510 
*»J ICKjU 


AW872477 




9021m juiuA xi Kta jWsHr_ 1 ny* Homo sapte n 5 




41658S 


X54162 


Hs.7936S 


IdomodSn 1 {emooth muscte) 


0.1395 


COCA 


AF255910 


Hs.54650 


JuncGonsI adhesion nx^ocido 2 


0.1456 


AK77AA 


AB020629 


HsJB095 


A 1 r-oindrng casseafi, stiD-ramity A(AnL> 1 


0.14© 


404767 








0.1460 




AJ235864 




^bJiomo ssfilais mRNAfor immunoglobuln 


0.1462 




AW020762 


H3.798B1 


LtjTJTT-n nrminnn rflli A* CI IOOlW3 He Jltrtnil 1 

nomo s&piBna cuNnt rUZJlKJo ns, ciono L 


0.1463 


452768 


AW069459 


Hs.61539 


£&Ts 


0.1456 


41qD3j£ 


AK000268 


Hs.87383 


nypolneticai protein 


0.1471 


4l4b3l 


M31153 


Ks.77439 


prota'n kinase, cAMP-dependent, regutato 


0.1471 


407551 . 


Y10515 




gbj-Lsap^cns mRNA for C058 73 protein. 


0.1466 


4U/U/D 








0-1457 


40d5UD 


A1478427 


Hs.43125 


> 

esophageal cancer rawed gene 4 prolan 


0.1500 




AW4447B1 


Ha.44565 


ESTs 


0.1500 


43IIUD 


AI81608G 


HSu296341 


adenylyi cydase-assoctated protein 2 


0.1513 


429545 


AIS241S4 


Ks.77667 


lymphocyte anBgan 6 complex, locus E 


0.1523 


416390 


AF133820 


rfe.54665 


tidn ImmLinogtofauBn domsii protein (royo 


0.1529 




AWD23337 


Hs.5422 


gtycopfOteln M6B 


0,1532 


4^cttM 


AJ 273989 


Hs.56123 


Homo sapiens cDNA FU 13443 fis, crane PL 


0.1538 




AF002246 


H 5^10863 


cell aoneslon molecule with homology to 


0.1542 


40B2Z1 


AA9121S3 


Ha47447 


ESTs 


0.1552 


425220 


AVYS75317 


Rs.1 62987 


ESTs 


0.1558 


44&ZUU 


AAGB446D 


Hs.12409 


somatostatin 


0.155B 


443235 


T78BB6 


Hs.2B4450 


ESTs 


0.1563 


4560S4 


AA255213 


H&72010 


ESTs 


0,1662 


428133 


AW167727 


Hs.11873 


ESTs 


0.1605 


44/2oi 


NM_Q06591 


rte.17917 


mUBWuulBr rinX domaocontaning 1 


0.1615 


.43771.1 
hoi /a* 


AA693951 


Hs.180284 


ESTs 


n icvr 




A156B501 


Hs.71721 




0.163B 




T28499 


Hs,894B5 


carbonic an hydras© IV 


0.1655 


4i j woy 


A1365585 


Hs.146248 


ESTs 


rt IMA 

0.1660 


44««yo 


R55073 


rfe.124130 


ESTs 


0,1676 




AW4504S1 


Hs209965 


ESTs 


0.1G9B 




A1263022 


Hs.82204 


bolS 


0.1718 


innoc 
4U30CX> 








0.1745 










0.1751 


427333 


AF067797 


Ks.176658 


aquaporfnd 


0M757 










0.1763 


433785 


BB044593 


Hs.112704 


ESTs 


011767 


41A/DD 


T2S160 


Hs.778 


guanylate cyclase activator 18 (retina) 


0.1769 




S69265 






0.1781 


421566 


ALD352SO 


Ha.1403 


taioomean 3 


0.1764 


4&2H94 


AA437061 


Hs.14060 


proWnefldn 1 precursor 


0.1795 


4UU&14 






0.1805 


45l1fl6 

tJ'r lull 


BE14103Q 




gu.ivirsu-ri luuu/-iu luiJlMJUZ-illl tllWO/ rKHTlO 


U.lovO 


410765 


AI694972 


Hs.66180 


nudeosonw assembly protein 1-Ufce 2 


0.1812 


413724 


AA131466 


Hs^3767 


hypothfiBcat protein FLJ12666 


0.1812 


412474 


AT791451 




0M5OcO9.y5 NCLCGAP_0«2 Homo sapiens 


0.1812 


436008 


AW78428 


H3-5S785 


ESTs 


0.1820 


423424 


AF150241 


Hs.128433 


prostaglandin D2 synthase, iiematopofetk; 


0L1828 


431728 


NM.O07351 


1 HB.25B107 


mulGmerin 


0.1832 


419746 


AW867943 


Hs.1 27216 


hypothetical protein FU13465 


0.1835 


410677 


NM_0M278 K&65424 


tetranectin {ptesmlnogen-blndlng protein 


0.1B38 


415872 


N53D97 


Hs.193579 


ESTs 


0.1838 


419050 


NMJW0036 Hs.89570 


adenosine monophosphate dearrinase 1 (Iso 


ai83B 


417342 


W40277 


H8.61994 


glycophorin C (Gerbfch blood group) 


0.1842 


413714 


AI560944 


Hs.71428 


ESTs 


0,1845 
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427061 
405262 
400153 
412295 
447414 
407691 
437140 
431544 
436659 
447164 



AB032971 Hs.173392 KIAA1145 protein 



423743 
426412 



4346B3 
421865 
452766 
407601 
419758 
437740 
405610 
437145 
416961 
401465 
437425 
416231 
401753 
433430 
432150 
411644 
403957 
435900 
424X08 
445500 
419956 
418026 
423655 
401 3B1 
426452 
433476 
423405 
442826 
427060 
437354 
447734 
424585 
458Q16 
423693 
401521 
430130 
401024 
414802 
441063 
417355 
422440 
442930 
431089 
444567 
405654 
415471 
449243 



AWQ6S826 

D82343 

AA486620 

AA312799 

AKat)0770 

AI217900 

AF026941 

AA037615 

AB023148 

AA42B240 

AK001423 

AW298724 

AA509911 

R61362 

AC00230O 

□31973 

AAB10265 

AF007216 
BE391476 

AW1 83714 
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BE256176 Hs, 2737 12 eukarycbc transition IrJfeflon factor 

R29072 gb;Fl-l0lD 22 week old human fatal liver 

BE047637 Hs.173739 hypothetical protein FU10297 

M16801 Hs.1790 rue tear raceptor subfamily 3, group C, m 

D90337 Hs.247916 naWuretfc peptfde precursor C 

AA01B311 rte.114762 ESTs 

A1202492 Hs.212933 ESTs, Weakly similar to CLD4_HUMAW CLAUD 

AF026942 gbiHomo saptens dg33 mRMA, partial sequ 

AA486036 Hs.190124 ESTs 

AW016321 Hs.82306 dastrin (Bdin depofymenzing factor} 

MB5521 Hs£44482 Hcrno sapfens, clone IMAGED 171 9, mRNA, 

AA056203 H&27337 hypothetical protein FLJ20623 

AW772187 Ha.191859 ESTs 

M36542 Hs.1 1 0f POU domain, class 2, Iranscripf on facto 

AA5312B7 Hs.105805 ESTs 

AL037BB7 HsJ!05179 ESTs 

AA203281 Hs£1798 ESTs 

Y16207 Kte .3030S0 protein phosphatase 1 , regulatory (frihib 

AL135424 Hs.9469 ptecteirin homology domslrvcontshlng, f 

BE264152 Hs.221994 ESTs 

AW2472S2 Hs.75514 nucleoside phospbotylase 

AW41912B Hs.B42S8 CD74 antigen {hwananl polypepaie of m 

AW297945 Hs.1 28490 ESTs 

AI378B57 Hs.1 28758 ESTs, Highly similar to fiF 175283 1 line 

BE247706 Hs.89751 membrane-spanning 4-domalnB, subfamily A 

AL15746B Hs,325B25 Homo sapiens cDNA FU20648 fis, clone AD 

AI733625 Hs.1 33053 ESTs 

AA356764 Hs.17109 tntegraf membrane protefn 2A 

AI479646 Hs.157081 hypothetical protein MGC4170 

BE281057 KS.1B4519 hypotfiafcal protein FU 12949 

AI762911 Hs.145369 ESTs 

AW983772 gbJTO-HWM02-060400-012-rt09 HM0002 Homo 

AR29755 Hs.1 17772 ESTs 

BE241713 gb:TCAAF>1E0472 Pediatric acute myefogeno 

AW614326 Hs.157022 ESTs, WsaMy similar to T34549 probable 

AW183350 H&.2S0127 ESTs 

AA312704 Hs£9457 hypothetical protein FU22127 

AB007950 HSJ&36D KMAD481 gene product 

H5/I0246O Homo sapiens, done 1MAG&3669590, mRMA, 

rls.6752 transmembrane protein 4 

Hs.115700 Homo sapiens cDNA: FU23515fls, cfoneL 

Ks.2607CO tryptese betel 

Hs.62406 hypothetical protan FU22573 

Ha 2529 67 ESTs 

Hs.121557 ESTs, VfeaWy similar b DP1JWMAN POLYPO 

Hs.206155 OGH00 protein 

HS.330S7 ESTs 

Hs.1 24673 Homo sapiens cDNA FU 11477 Is, clone HE 
gb:EST92fl07 Skin tumor I Homo sapiens cD 

gfcOV4BN003Q^mM0M63-c07 BNOOOOHoma 

Ks.86379 ESTs 

gtoKM 154649F1 NIHJUGQJ9 Homo sapiens c 

AW410408 Hsl271167 L-plpecolc acid oxidase 

AL1340D9 Hs.1 69936 Homo sapiens mRNA; cDNA 0KF2p5B6N19lB (f 

U25138 Hs.93841 potassfvn large conductance caJdUm-acU 

AI631036 Hs.196843 ESTs 
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0.2993 
0-2994 
02994 
02996 
02997 
0.3000 
0.3003 
0.3003 
O3012 
0.3012 
03012 
03012 
03012 
0.3013 
0.3018 
0,3019 
0.3023 
O3028 
O3029 
0.3032 
0.3033 
0.3034 
O3037 
03039 
0.3039 
0.3042 
0.3045 
0.3043 
0.3050 
O3052 
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03074 
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0.3096 
0.3105 
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0.3116 
03116 
03119 
03119 
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451335 
446404 
446616 
409404 
417318 
443980 
459136 
414807 
434704 
414214 
446378 
469233 
4281&3 
426515 
426597 
459729 
405071 
407457 
409922 
438219 
412944 
431103 
426662 
444391 
432168 
411084 
425367 
446812 
411288 
4229B4 
405535 



BE620592 
BE271708 
AW170691 
AA017656 
AA019961 



455353 
414540 



429106 
411856 
445862 
437568 
448943 
431999 
419279 
405913 



424729 
440020 



433663 
400641 
406140 



BE220053 

AW953937 

AI459140 

AI903291 

AJ738616 

AW13527B 

D49958 

AI905699 

AI939966 

NM_0M235 

BE394222 

AA3B225D 

AL037285 

AJ242724 

AW505582 

A1916151 

AA384110 

M57399 

AA379474 

AL137597 

AK000563 

T189B7 

BE27118B 

H3077S 

AW835511 

AW860976 

AV65W44 

W28786 

BE379050 

ACQ04755 

BE62O016 

H67899 

AW378397 

A1954795 

AtiOSaiO 

AU33573 

AA23S9Q0 

D83407 

AF063012 

A1480204 

AL135662 

AF083131 



Hs.71190 
Hs.95110 
Hs.13967 

Hs.26216 

Hb.241569 

Hs.129056 

Hs.12891 

Hs2990B7 

Hs.77348 
Hs-192311 
Hs.75819 
Hs.239760 

Hs.7934 
Hs.231444 
Ks.145601 
RsJZB9348 



Hs,130732 

Hs357184 

Hs.197143 

Hs.44 

Hs.122710 

Hs.11114 

Hs.272805 

Hs.125472 

Hs.155975 

Hs.22140 

Hs.13256 

HSJ80776 

Hs306Sfi9 
Ha.184022 
Hs.102470 
Hs.4190 

Hs.166135 
Hs.193268 
Hs.272312 
Hs.67500 

Ks.156007 
Rs.152531 
Ha.177131 
H&22452 
Hfc220535 



447635 
401887 
400787 
457713 
448758 
444750 
411466 
432749 
408112 
433234 
422631 
403215 



R55473 H5.26B715 
AJ669669 Hs.195362 



H47495 

ABQ183U 

AW242684 

AW847669 

NM,014438 

AW451962 

AB04092B 

R02504 



446901 
430553 
445848 
441143 
405138 
412888 
409662 
425438 
416426 
423512 
436777 
431651 
454117 
428048 
451096 



Hs.13810 
Hs.21917 
Hs.243523 

Hs.278909 
Hs^48613 
Hs.65366 
Hs*332943 

Hs.221926 



R659S2 
AJ347274 
AW392821 

AAT74824 Hs.13377 

A1027604 Hs.159650 



M68151 

AW452320 

T62216 

M1B0256 

AW844694 

M731199 

BE250915 

BB410100 

A1768S53 

BE383234 

AA393551 



Hs.279726 

H8.270840 

Hs_210473 

fe.306762 

Hs.293130 

HJL2869U 

Hs.40368 

Hs.134478 

Hs.25925 

Hs.97450 



ESTs, WeaWy slmlar to'S16508 h/potheff 
ESTs, Weakly slmlar to A55943 1-phospha 
ESTs, Weafcty shnlar to PSMJHUMAN PROSTA 
gb2e39ti0lrt Scares retina N2b4HR Homo 
LOC50627 

ESTs, Weakly sirilflrto AIU8J1UMAN ALU S 

ESTs 

ESTs 

ESTs 

gb:R£BT02W)8Q199-047 BT029 Homo saplen 
hydroxyproslagrandti dehydrogenase 15-{M 
ESTs 

glycoprotein MfiA 
citrate synthase 

gb:MI^T0015-16079WJ02-b08CTO0t5Honio 

Knjppel-!ks factor 4 (gut) 

Homo sapiens* Simtier to hypothufcaf or 

ESTs 

EST, Weakly similar to ALU4 JUJMAN ALU SU 

gb:Homo sapiens mRNA for partial putstiv 

KJAA1575 protein 

ESTs 

ESTs 

ptekftophin (heparin binding growth fac 
ESTs 

hypothe&caJ protein dl1 161 N3.1 
hypothetical protein FU20556 
ESTs. Moderately sfmffar to WAA0877 pro 
protein tyrosine phosphatase, receptor I 
BM88 BTiPgen 

gb:OV0-LT00l5-160200-127-d02 LT0015 Homo 
ESTa 

tankyrase. TRFHntaracfeig enkyrtn-reJa 
gb:l5o7 Human retina cDNA randomly prime 
Homo sapiens, clone MG&10782, mRNA, corn 
Homo sapiens cfiramosoma 13, fosrrld 37502 
PI D0 10 proiem 

Homosaplens cONA: FU23269 ffs, clone C 
gb:RC3-HT0220-0312SWl2^06 HT0220 Homo 
ESTs 
ESTs 

Homo sapiens mRNA; cONA DKFZp434J2235 (f 

Down syndrome crff ca| region gene Wk 
heal and neural cresi derivatives expre 
ESTs 

Homo sapiens mWJA for WAA1737 protefn, ' 
CATX-16 protein 



ESTs 
ESTs 



hypothetical protein MGC15504 

K1AA0768 protein 

ESTs 

gb:IL3<CTO213-2dO100>056-610 CT0213 Homo 

InterteuWnl.eia 

ESTs 

K1AA1495 protein 
ESTs 

ESTs, WeaWy similar to I3B022 hypothec 
gb:te05d02*1 NCLPSAPjColS Homo sapiens 
gT>:CM4-ST027«rai299453-hQ9 BTOOTHomo 
Homo sapiens dons 23643 and 23755 unkno 
ESTs 

gfcESTTj2679 Hippocampus. Slratagene (cat 

ESTs 

ESTs 

Homo sapiens cDNA FU14872 fe, done PL 
Homo sapiens cDNA: RJ21391 fe, done C 
ESTs 

hypothetical protein FU10355 
adaptor-related protein complex 1. slgma 



0.3121 

0.3125 

0.3125 

0,3125 

0.3130 

0.3132 

0.3135 

0.3139 

0.3140 

03142 

0.3143 

H3143 

1X3145 

03145 

0^146 

0.3148 

0^150 

0^153 

05157 

0.3160 

0.3162 

03172 

03173 

0,3175 

0.3178 

0.3170 

0.3179 

03131 

0,3183 

0.3185 

0.3188 

0.3189 

0.3190 

0,3195 

0.3195 

03195 

0^195 

013105 

0.31 

0.3202 

0,3205 

0.3205 

0.3205 

0.3207 

0.3205 

0.3209 

03212 

0.3212 

03213 

03215 

03215 

03216 

0.3216 

0.3217 

03217 

0.3217 

0.3221 

0.3221 

0.3222 

03223 



03231 
0.3231 
0.3231 
03234 
0.3236 
03236 
0.3242 
0.3254 
0.3257 
0.3257 
03262 
0.3262 
03262 
03263 
03263 
03264 
03267 
03267 



Homo sapiens, done MGG15333, mRNA. com 
ESTs 



0.3269 
0.3270 
0.3271 
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454947 AW846590 gb:QV0-CT0iaaO1109»O25-d07 CTOISOHomo 03275 

41381 4 BE169692 gb:PM1-HTO527-2902OWI06-aO5 HT0527 Homo 0.3276 

422618 AA404290 HS.9784B ESTs 0 3277 

423634 AW959908 Hs.1690 hepariivWiKing growth fector binding or 03276 

414002 AMJJ06732 K3.7567B FBJ murine osteosarcoma vral oncogene h 0.3278 

452164 AIB63171 gb:b44bD2x1 Na w CGAP_Bm52 Homo sapaen 0.3279 

458477 NMJKKB14 Ks.10712 phosphaluse and tens* homobg (mutated 0,3279 

433197 ABO40B89 Ks^81022 K1M1456 prefer 0 3260 

405701 ^3232 

SIS? m70m Hs.79090 exporthUCRMI. yeast bomolog) 0,3264 

459001 AI761313 rls^04605 ESTs a32M 

422783 AA59B955 Hs.120439 ethanolanine kinase 0 3289 

417036 AFD39918 Hs.80975 ectonucteoslde triphosphate dphosphohwj 0 3290 

456Q41 BE270795 Hs26fiB64 ESTs q^S 

423310 AA325225 Hs.124023 Homo sapiens cDNA FU14218 fa, clone NT 0,3258 

427530 AA4O5093 Hs.126519 ESTs 0J32S6 

420172 AAS01122 Hs.95655 secreted and transmembrane 1 0,3297 

445610 AI831646 Hs.143993 ESTs 0l32B7 

41132B AW837063 gfeCM4JOQ37~16Q200-0S9$08 LTD037 Homo O.3300 



Pkey: Unique Eos probeset IdenffiBr number 

CAT number: Gene cluster number 
Accession: Gen bank accession numbers 



Pkay CAT number Accession 



409921 
410626 
410645 
410950 
411268 
411319 
411328 
411468 
411514 
411620 
411B60 
412474 
412506 
412662 
412666 

413056 
413537 
413541 
413614 
414026 
414193 
414349 
414484 
414539 
415164 
415160 
416035 
417945 
419850 
422909 
422954 
423621 
424646 
426132 
423497 
430553 
431622 
434096 
437463 
440507 
441042 
441063 
4456B2 
446294 
446901 
447767 
451365 
452164 
454166 



1159516.1 

1212621^-1 

1223881.1 

122772BJ 

12377G9.1 

1238595J 

1238987_1 

1246771.1 

124863BJ 

1262014.1 

1263110.1 

129869.1 

1301336J 

132157*J 

1334784.1 

1347545.1 

1375441.1 

1375499J 

1391574.1 

1411109.1 

1424706.-2 

1437515.-1 

1462630.-1 

1460320.1 

1525577.1 

1525766.1 

1567254.1 

171115£_1 

188481.1 

222656.1 

223239.1 

230314.1 

241947 1 

261431.1 

26812U 

319668.1 

33B0B3J 

360006.1 

43756 1 

495577.1 

50623.1 

50904.1 

647560.1 

670076 1 

697809.1 

73719J 

66787.1 

902091.1 

1049791J 



AW600239 AW600255 AW505332 
BE40772? 

AW835511 AW835517 AW835513 

BE537094AW838542 

AWB37063 AW9358fi2 AW935957 

AW847669 AW847667 BE145799 

AW85Q178AWa50233AW8srj445AW850446 

AW854536 AW854417 AW854495 AWS54355 

AW872477BEOB81017O5990 

AI791451 AJ791266 BED 19234 BE296601 AA1 11939 

AW957159 H09937 T75143 

AW983772 AW9B3730 AW983769AW9B3836 AW983335 AW983837 

S^EOTOd? 061883 BE0618a2 BE081887 BE0B1B91 80,61890 BBmm BE °51893BE061B95BE061B94 BE061885 BE007474 

BED63031 BE0630O2 BE063008 BEC63024 8E0B304O BE063006 BE063072 
BE146BG6 BE146865 BE146667 

BE147036 BE146951 BE14695B BE146966 BE146975 BE146955 

BE169692BE169421 

BE241713BE241912 

BE260Q69 

BE612966 

BE314365 

BE379046BE395459 
063176 D76964D63269 
T828D2 D7867Q R08505 
K42314 H430BO H45217 H15334 

^072ra9717R29B99 R29709 R29751 R29609 R29060R2371B R2S057 R29591 R29663 R29575 R28913 R28910 

F06844F06B45Z45488 AW748501 AW748591 AW752021 AW746545 AW853362 AWB53363 AW853427 AA251253 

AA533356 AW488427 R6773B AA779031 AA6140B6 AI823404AA318991 AA720986 

AW993605 AW993131 BE514709 AA319445 

BE002904 H648B0 AA328679 

AA344576M732430AA344601 

AA370501 AW862764AA370727 

AA379913 AA379961 AW963523 

AW302621 AW392803 AW84325B AWB43M9 AW603156 BE165656 AW82172B 

AA516049AW004922 

AAB25499 AA625269 AA626164 

AL3901 74 AW8 98817 

H06994BE147896 

AA077736 AA078506 BES62487 Z17659 
BE562611 M436054 

AW378397 AW378390 AW37835B AI247957 
A1284935 AW409B22 BE40B182 
AI347274AW844024 

BE62010B BE312062 AW898316 BE262546 
AA017656 AA017374 AA019761 
AI863171BE047919 

il?^S?? ^ ^3 S^^^H tSlZT? 83 AW177S7 9 AWirreaZ AWITTSSS AW177537 AWB075a2 AW177581 

BE1 41 749 AWU78IS BE141 492 BE141026BE141775 BE141489BE1 41751 AW177599 BE141750 AW177697 BE141512BE141460 
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454790 1234752J 

454947 1245953__1 

455353 1284289J 

457115 286801 T 

459138 918860 1 

459233 944881J 



AW820352 AW820773 AW821 OBB 

AWB46590 AW846615 AW8465B4 AWB46592 AW846621 AW84661 Q 
W26786 AW998S12 AW902272 
AA42D712AA469165AA420737 

AI903291 AT903455 AI9Q3367 A1903403 AI903447 A19Q3405 AI903364 A1903229 AJ903240 AJ903346 
AI939966 ATgaggee AI939951 A1939981 A1939976 A19399S9 



Table SC 



Ptey: 
Ref: 



NLposrlbrt; 



Unique number corresponding lo an Eos probeset 

Sequence source. The 7 digit numbers in this column are Genbank Identifier (Gl) numbas. -Dunham Lei el" refers to the DUbffcaSon enbfrri *n« r*j A 
sequenceorhuman chromosome 22/ Dunham Let 4. Nature (1999)402:469495. puMcaoon entnTed The DMA 

wafcates DNA strand from which exons were predicted. 
Indicates nirdsotEde positions o( predicted exons. 



Pkey 


Ref 


Strand 


400514 


9796594 


Minus 


400641 


8117693 


Plus 


400672 


8118724 


Minus 


400767 


8131627 


Minus 


4008B5 


1945037 


Minus 


401024 


8117489 


Plus 


401042 


8117611 


PUis 


401371 


9650602 


Pfus 


401381 


8570226 


Minus 


401465 


6682292 


Plus 


401521 


7705251 


Plus 


401753 


9838183 


Minus 


401776 


9966323 


Plus 


401887 


7229981 


Plus 


401974 


3126777 


Plus 


400076 


8117410 


Plus 


402182 


8575917 


Minus 


402425 


9796347 


Minus 


402610 


9926549 


Minus 


402695 


8589671 


Minus 


403047 


3540153 


Minus 


403215 


7630945 


Mkius 


403418 


6662692 


Minus 


403548 


8081591 


Mrius 


403957 


8076935 


Mnus 


404070 


2996642 


Plus 


404246 


7406725 


Plus 


404414 


7382165 


Plus 


404605 


9212566 


Plus 


404636 


9795751 


Minus 


404696 


9800109 


Minus 


404767 


7862827 


Minus 


404769 


8099713 


Minus 


404927 


7342002 


Phis 


404958 


7407941 


Minos 


405D71 


7708797 


Minus 


405079 


7769921 


Pius 


405138 


8576241 


Ptus 


405277 


3980473 


Pius 


405282 


3810573 


Minus 


405334 


3135285 


Rus 


405364 


#81075 


Minus 


405385 


6552772 


Pfus 


405535 


9795659 


Rus 


405610 


5757553 


Minus 


405654 


4895155 


Minus 


405691 


4508112 


Plus 


405701 


4263751 


Plus 


405880 


6758747 


Minus 


405913 


7712139 




406140 


9168231 


Minus 


406592 


4567182 


Phis 



NLposJCon 

78844-79025.80B50-B0991 .B9754-89941 .93750-93891 

47864992 

148067-148503 

80531-80629,82169-82278 

44482-45526 

60551-60902 

151364-151606 

80901-81283 

118629-119146,119392-119557 

25676-25B0O 

9127-9234 

155287-155529,159719-159997 

115535-115743,117746-117839,120290-120455 

93973-94120 

85330-85683 

128316-128627 

98298-98439 

50224-50395 

22955-23124 

159927-160055 



177270-177971 

176202-176395 

36760-39352 

81648-81754 

7210-7414.10043-10195 

82477-62628,82721-8281 7,8291 0-83071, 

143127-143398 

125032-125291 

9943^99628,100035-100161 

60037-60144,62675-83081 

23244-23759 

175801-176823 

68690*9563 

2731-4531 

11115-11552 

31419-31774 

90303-90516 

23471-23572 

10482-16689 



4832548491,4913549252 

4833248454 

63384-63545 

71907-72080 

53624-53759 

171350-171739 

93243-93364 

5567*58287 

7484.7678 

49867-50219 
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badgraund levete of norvsperifk: hytridizHfan, the 15th percenSe value amonost the ovar noo-maHonanl tissues was subtracted from both the numerator aid the denominator before 
tna ratio was evaluated. 
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TABLE 9A: 1,234 genes up-regulated fn colon cancer compered to normal adult tissues end to non-malignant colon 

Pttey: Unique Eos pfooeset rdsnBfier mimber 

ExAccn: Exemrjfar Accession number, Genbank accession number 

UnlgerelD: Uiugene number 

Unlgane THk UnJgena gene title 

R1: 90* pacenBle oF tumor samples divided by the 70" percentile of normal body Qssue samples, where the 1 5* percentile of normal body tissues was subtracted from the 

numerator and denominator 



Pkey 


ExAccn 


UnlgenelD 


436749 


AAS8489Q 


Hs.5302 


406890 


M29540 


Ks^20529 


406867 


Ml 2523 




414386 


00)0442 


Hs7S990 


428934 


AF0394Q1 


HsJ94659 


416768 


AA363733 


rfe.1032 


446767 


U67167 


Hs.315 


431912 


AI660552 


Rs^56l83 


437935 


AW939591 


t&5940 


407242 


Ml 8728 




423541 


AA296922 


Ks.129778 


441031 


AI1106B4 


Hs.7645 


405685 


M18728 




422578 


AF239666 


Hb.1545 


432542 


AW083920 


Hs,16098 


421341 


AJ243212 


Hs.374281 


453663 


X02544 


Hs.572 


421582 


A1910275 


Hs.350470 


436217 


T53925 


Hs.107 


422280 


A A 14 COM 


MS.1U&W4 


416888 


AU076B01 


Hs.B9436 


407243 


AA058357 


Hs.74466 


424212 


NWJQQ5814 


Hs.143131 


414463 


T6907B 


Hs.76177 


407007 


U22961 


Hs.184411 


413715 


BE439560 


Hs.75498 


450685 


L15533 


Hs.423 


418007 


M13509 


Hs.831fi9 


423673 


BE003054 


Hs.1695 


423371 


AU076B19 


Hs.1650 


421964 


X73079 


Hb.288579 


447400 


AK0OO322 


Hs.18457 


421100 


AW351839 


Ha/T2466Q 


406741 


AA058357 


Hs.74466 


4275B3 


M82962 


Hs.179704 


422281 


M36803 


Hs.346935 


406687 


M31126 


Hs.352054 


409153 


W03754 


Hs^0813 


424687 


J05070 


Hs.151738 


422654 


AA315933 


Ks.120879 


452304 


AA025386 


Kb£13I1 


430589 


AF241254 


Hs.178098 


4138B1 
406399 


L00190 


Hs.75599 


422424 


AJ186431 


h&29663B 


42847Q 


AC0O2301 


Ks.184507 


417931 


W95642 


Hs.82961 


435538 


AB011540 


Ks.4930 


430272 


mm 


Hs.237658 


451917 


AW391351 


Hs.60820 


421807 


BE018556 


Hs.109358 


452316 


AA29B464 


Hs.61265 


452594 


AU076405 


Hs.29981 


424328 


NMJJ14479 


Hs.14S296 


443426 


AF09816B 


Hs.9329 


452194 


A1694413 


Hs.373599 


411975 


A1916055 


Hs.144583 


4Q8243 


Y007O7 


Hs.624 


422310 


AA316622 


Hs.98370 


431330 


X69S32 


Hs.2777 


420344 


BE463721 


HSS7101 


422330 


030783 


Hs.1 15253 


412104 


AW205197 


Hs.240951 


461035 


AU076785 


Ha.430 


428753 


AW939252 


Hs.192927 


430677 


Z26317 


Hs^597B4 


4224S7 


AJ010901 


H&.198267 


444351 


BE387335 


H*383713 


409632 


W74001 


Hs.55279 



UnBgane THte 

NM_006149:Homo sapiens lectin, gatactosi 
(lc«iisllnk)N^004363:Hcrmo sapiens carcln 

MlVL0G5143J-kffTio Eapfans haptoglobin {HP), 
NMJ»1285flomo sapiens chtortde channel 
NM_O06507:Homo sapiens regenerating Isle 
NM_002457:Homo sapiens mucin 2, intesBn 
Ks.3561&3:ESTe ( Weekly eWlarto 83B4_H 
NMJD33049:Homc sapiens mucin 13, eptthel 
0ocusfirilgNM_D02483:Homo sapiens carcfo 
NMJJ14471 iHomo sapiens serine protease I 
NP005141:Homo sapiens SBrinogan, B bet 
(locustin^NM_002483:Homo sapiens cercn 
NMJ)01804:Homo sapiens caudal type homeo 
NM_02CJ3B4:Homo sapiens claudin 2 (CLDN2) 
NkL007329->lomo sapiens deleted in malign 
Hs£72:oTosomuccti 1 
NM_003225:Homo sapiens trefoil fector 1 
NM_004467:Homo sapiens ftrfnogeri-lika 1 
NMJ)32Q44:Homo sapiens regenerating gene 
NM_004063:Homo sapiens cadherm 17, U c 
0ocusfak)NMJ)06B90:torno sapiBns carcto 
NM_005814:Kamo sapiens glycoprotein A3 3 
NMJH)1633:Hamo sapiens alpha^l-mlcmglob 
NM_OOD477:Homo sapiens dbnmui (ALB), mR 
NM_004591:Hamo sapiens small Inducible c 
NMJ3B938:Hamo sapkns pancreaBfls-esso 
NM_002421:Homo sapiens matrbt metailopro 
NM_002426:Hon>o sapiens matrix matsl lepra 
NMJW01 1 1:Horno sapiens solute carrier fa 
NM^OOa^Homo sapiens potymerfc imrarjnog 
NM_017763:Homo sapiens hypotfieflcai prc< 
Hs-^eOiESTa, Moderately similar to 21 
{tocusllnk)NM_OuSa»;hoTTO sapiens cancln 
NM_005588:Homo sapiens meprin A, alpha ( 
NM_0006l3:Homo sapiens hemopexSi [HPX), 
Hs.352054:pregnancy specie beta-1-glyc 
KWj017625;Honio sapiens intelectin (ITLN) 
MM_004934:Horno sapiens matrix meteJopro 
Hs.120879;Homo sapiens, done MGC32371 
r^61311£STs,Wea*dys!rrr1arto$lOS90 
NM_021804:Honio98plsns angtoiensm I con 
(kxiJsDn^rM.0004flBtHoiTio8aptefiE serTne 

Hs^663a:po3tstedKh3rem^fion fmto 
Hs,1 34607iHomo sapiens, similar to Hcmol 
Hs.82951 :Komo sapiens, clone MG022588 \ 
He4930Jow denaly Apoprotein receptor 
H3J237658apoirpopPOtein A-ll 
Hs^0820:rrypolhettcal caralac&kBletal m 
HB.10935&ATPaset Cfass V, type 10B 
NM_13B805:Homo sapiens family with seque 
Hs.29981^otute carrier family 26 (sulfa 
MU»4479:rtorno sapiens ADAM-like, decysl 
{lociisl[nJONr012tl2:Horrra sapiens chrcmo 
Hs.373599:EST 

Hs.144583:Homo sapiens, done I W\G&3462 
NMjrj08584:Homo sapiens interteukin 6 {IL 
(bcirs!in^N^030622:Horno sapiens cytoch 
KM.00221 5:Homo sapiens titsr-alprra {glob 
NM_014373:HomD sapiens putative G protai 
KM.001432:Homo sapiens eplregtilin (ERE<3) 
(loci^n^NMJJ3312frHomo sapiens naked 
rmj002670:Homu sapiens pfast'n 1 (I isof 
MM_Ol7726:Hcmo sapiens protein phosphBte 
NAU»1943:HDmD sapiens desmogfeln 2 (DSG 
NMJ0l84O6:Homo sapiens mucin 4 r tracheob 
NM_1384S5:Horno sapiens collagen triple h 
NM_002639:Homo sapiens serine (or cystef 
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417491 AW376B42 Hs.tC85 NM_Q 0498 SHorn o sapiens guanyfata cyclase 

413936 AF113676 Hb.297681 NM_000295:Bomo sapiens serine (or cysiel 

422627 BE336857 Hs.118787 Hs.11B7B7:ban5formfnQ growth factor, be 

411825 AK000334 Hs.352415 NM_017767:Homo sapiens solute carrier fa 

446921 AB012113 Hs.16530 NM_QQ298&Homo sapiens small Inducible c 

415214 AJ445236 Hs.125124 NhL004442:Homo haptens EphB2(EPHB2), tr 

414816 Y13709 Hs.77399 Nr4J»1265;Homo sgp'ens caudal type homeo 

422106 DB4239 Ks.111732 NM_003e9OHomo sapiens IgGFcUndirtg pr 

423803 NM.O067O9 Hs.132945 {bcusM)NM_OOS709:Homo sapiens PfiZ-73 

452281 T935Q0 Hs.28792 Hs.2B792:HomosapienscDNAFU11C4l lis, 

447342 AI199268 Hs.19322 Hs.19322Homg sapiens, Similar to RIKEN 

443957 AA521049 Ha^530l3 Hs.353013shrornosome 20 open reading fra 
403220 

40B9DB BE296227 Hs.250B22 (bqU5M)NM_003158:Homo sapiens serine 

449722 BE280074 Hs.239G0 Hs.23960xyclln B1 

425976 C75094 Hs.334514 NIUL025^:Homo sapiens chromosome 6 open 

414617 AI339520 Hs^38817 (Jocu&nrtfOMM_D2S130:Homo salens hypoth 

406963 N^_O0O492 K&663 NM_D00492:HorrK) salens cystic fibfosfe t 

423445 NM.014324 Hs.t28749 h^14324:Homoaapfensalpha-melhylacyt^ 

421379 Y15221 Hs.103982 N^W5409:Honio sapiens small Inducihfe c 

431301 AA502384 Hs.151529 Hs.161529:ESTs 

418318 U47732 Hs.84072 NM_KM616iHomo sapiens transmembrane 4s 

415992 C05837 Hs.145807 Hs.145B07:rr/potfiefcal protein FU 13593 

436972 AA284679 Hs.25640 Hs.25640xilaudln 3 

414987 AA524394 Hs.294022 NrVL032865:Honio sapiens hypothefcal prot 

431657 AT345227 Hs.105448 Hs,105446:proteln kinase, lysine deficfe 

424273 W40460 I is. 144442 NM_003561 :Homo sapiens phosphollpase A2, 

413916 N49B13 Hs.75615 KftOKMa 3: Bom o sapiens apofpo protein C- 

409757 NM_00t89B Hs.123114 NI\4JM)1B93:HomD sapiens cystatinSN (CST1 

430204 AA618335 Hs.356664 Hsu35B664:hypotheffcel prafeln FU32334 

426227 U6705B Rs.154399 (tocusUnk)MM_005242:Horno sapfens coafliit 

420542 NM.D006O5 Hs.1321 NM_CQ0505:Homo sapiens coagulation fade 

414309 AJ 434699 Ms. 77356 Hs,7735G*an5ferrln receptor (p90,CD71 

414639 X67055 Hs.76716 Nf^002217ilomoaBpterapre^lpha(glabul 

410418 D313B2 Hs.63325 NMJ01 9394:Homo sapiens transmembrane pro 

414590 NM.OQ0506 He .7 6 530 r^ODOSOSiHomo sapiens coagulation facto 

444151 AW972917 Hs.128749 0oeu£ltr^fcLO14324;Homo sapiens dona- 

438746 A1885815 Hs.184727 Hs.1B4727;ESTs, WeaMy similar to T45738 

406704 AA056635 Hs£388 KNL139053:Homo sapiens epldermsl growth 

414796 A1286323 Hs.97411 Hs£7411'Jiypotitetjeal protein MGC12335 

436251 BE515Q65 Hs.296585 (locus1W$NMJDtJS392:HQmo sapiens nucteo 

414753 AF15B255 Hs.77225 Nr^Orj6437:Horno sapiens ADfVlbosyttransf 

428970 BE276891 Ks.194691 NMJ)03379ilofno sapiens reUruaie acW Ind 

443981 NMJJ02250 Hs.10082 MM_002250:HomosapiBna potassium hiterrns 

432976 AF126743 Hs.279884 NM_(M3236:HomoseplerB DmJ domain-coma 

425634 NrA.001639 HG.1957 Hs.1 957^myl old P component, serom 

432179 X75208 H&2913 NMJ)04443^orro sapiens Ephfl3 (EPHB3), mR 

408462 Nr4JD00676 Hs.45743 rMM0576:Horno sapiens adenosine A2brw 

430135 NM_000035 Hs.234234 NMJW003544omo sapiens aldolase B. fruct 

426174 AA547B59 H5.115833 Hs.115638:ESTb 
403236 

411142 NM_014258 Ks^9009 NMjD14256:Homo sapiens UDP^xMAcibetaGa 

449027 AJ271216 Hs.22880 NMJ)0S700;Homo sapiens drpepMyipepfida 

433083 AL0427S9 Hs.1 91762 Hs.191762*ypoMcal protein MGC20258 

431779 AW971178 Hts268571 (locu3lW<}NMJ>01 645: Homo sapiens apollp 

421408 AI68B223 H&J1096 HM_05281 ftHorno sapfens ftfparflte motif- 

430603 AA148164 rte.247280 Hs^472fl0^iromc5one 20 opan raadhg Ira 

422867 132137 Hs.1584 Hs,l584;cartilage ol^omeric matte pnM 

422539 AJ009936 Hs.1 18138 U M_033013i1omo a aptens rtudear receptor 

424010 AL030163 Hs.137556 f{NUmt()0:Horr» sapiens MT^rotocadrifirin 

428953 AA306610 Ks. 3481 83 NM_0M82aHomo sapiens Unor necrosis fa 

457001 J0325B Hs.2062 Hs.2062Mtemin D (1,25- dihydraxyvltarrt 

425983 AKOQ0226 Hs.1 65019 N!^1265:Homo sapiens mirdn and csdhdn 

428289 M26301 Hs^253 Hs^53axxnplen^tcornp«ant2 

418322 M2B4166 Ks.64113 NM_005192;Homo sapiens cydm-dependsnt 

409669 AWS30041 Hs,56937 NW,02197Q;Homo sapienB suppression of b 

447472 AW207347 Hs^11101 Ha211101:E8Ts 

423164 AK0DO232 Hs, 124835 I^O1S082:Hbn»saptBn3 rrypotheficaf prat 

429345 R11141 fe. 199695 Hs.199695JiypotheficaI proteki MAC30 

4306BO AW138724 Hs.166974 Hs,168974;ESTs 

414996 MM.002543 Hs.77729 NM„002543^omo sspfens crfalsad low dens 

417165 R8M37 HsJ02738 rfe302738:Homo sapfens cDNA:FIJ21 425 fl 
403221 

415000 AW025529 Hs-239612 Hs, 2399 123eroioglc airy defined breast c 

433437 U20536 Hs.3280 NfvL001226^onio saplene caspaae 6, epopto 

414052 AW576849 Hs.2B3552 HsJ83552:rrypolhetical protein BC016153 

406673 M34996 Bs. 198253 Hs.19B253:major hlrtocompatftiaiy compl 

418203 X54942 HsJB3756 NW_001827:Homo sapiens COC2B protein Wh 

422714 AB018335 Hs.119387 NKL014698:Homo sapiens K1AA0792 gene pro 

410639 BE269047 Hs.65234 {bcusllr*)N^^ 

411393 AW797437 H3.69771 NMJD01710^ornD sap*** ^factor, properd 

431193 AW749505 Hs.296770 Hs.296770JaAA1719 protein 

428450 NMJM4791 Hs.184339 N^14791:HomDaapi B iwmatemaJe^ 
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425873 
422756 
445109 
422535 
422609 
431548 
429271 
432269 
408194 
439580 
443464 
4209B1 
432378 
431958 
415099 
437009 
422511 
435469 
445417 
428024 
415474 
44t3B4 
428479 
407944 
414108 
447320 
410650 
439453 
409231 
432575 
427747 
439993 
418245 
428407 
424825 
429833 
411257 
413219 
408347 
422163 
425206 
441085 
439975 
414361 
417115 
415927 
409012 
420039 
446051 
421506 
407811 
41B054 
409142 
419508 
425761 
408113 
425743 
463751 
435327 
403219 
407103 
411126 
424337 
409956 



413753 



427557 
441623 
417866 
442013 
426247 
426395 
412612 
425200 
411263 
452017 
452721 
450737 



412974 
426108 



NM_O13390 Hs.160417 Hs.160417Uransmembraneproteb 2 

AW4097D1 Hs.1578 NWJXMGB-Jloroo sapiens baculowa) IAP r 

AF039916 Hs.1 2330 NM_001247:Homo sapiens ectonudeosJde tr 

AA311914 HsJ 54578 Hs.154578:Homo sapiens mRNAfor FU00256 

Z46023 Hs.1 18721 NMJ)00434:HomD salens siaTi Jase 1 {lyso 

A1B34273 Hs.971 1 KM_017515:Honu>6aptens novel protein (HS 

AF039B50 Hs.l9B515 NM_Q05224:Honu> sapiens dead rtnger-JHcu 

NM_002447 Hs.2942 Hs.2942*nacrophage stfmulafing 1 recepto 

AA601038 Hs.191797 Hb.191797£STs 

AF086401 Hs.293B47 Hs.293847:ESTs 

BE548446 Hs.321579 NM_02109S:Homo sapiens sokite carrier fa 

L4O904 hfc.100724 NMjOQ5037:Homo sapiens peroxisome praTrf 

AM9304B Hs.1 461 33 Hs.146133:ESTs 

X63629 RsJ2fi77 NMJ01793:Homo sapiens cadherin 3, type 

A14921 70 Hs.7791 7 MM_Q060D2:Harno sapiens ubtqurfei c^faaxy 

AF127026 Hs.5394 NM_00537ftHomosapiensmycslnlA{MYO1A) 

AU076442 Hs.117938 NHl,000494:Homo sapiens collagen, type XV 

AK001455 Hs.5198 Ha.SISttDown syndrome crJfcsl regbn ge 

AKQ01058 Hs.12680 , Hs.1 2680: Homo sapiens cDNA FU1 0196 lis, 

229067 Hs,2236 Hs.2238:NIMA {never i\ mitosis gene aH 1 

NM.014252 Hs.78457 NNLQU252:Homo sapiens solute carrier fa 

AA447849 Hs3686G0 Hs_2S8660:Homo sapiens cDNA: FU22182 fi 

V0O272 Hs^34562 NH.00l78&Homo sapiens cell dMGioo eye 

R34008 Hs.239727 KW,024422:Homo sapiens desmocoHVi 2 (OS 

AI267S92 H8.75761 NMJM3137:Homo sapiens SfRS proteta kina 

AI675419 Hs.164464 H8.164464:Horat>fiaplefls t clone MGC:23656 

AW362867 Hs.3Q2738 Hs.302738:Homo sapiens cDNA: FU21425 fi 

BE264974 Hs.656B Hs.6566:lhyrold hormone receptor interne 

AA446644 HslB32 NPAJ»Z354:Horno sapiens tumor-associated 

AA553722 Hs.1 943 4G H :U 943 46; Spir-2 protein 

AW41H25 Hs.180655 (locuslnk)NWL004217^omosapfeii9 serine 

AW247529 Hs,6793 rfe.6793cplateleiacaraUng factor acely 

AA0BQ767 Hs.B3B83 NM_020ie2^omo sapiens transmembrane, pr 

NM.0O3963 Hs.184194 NMJH39633torno sapiens tanamembrane 4 s 

AF2D7G69 Hs.153357 NMJM1084:Homo sapiens procofegen-lysfci 

NMJ012079 KsJ2fl8627 Nr^012079:l^sap^s«acyigly€eraIO. 

AA628967 H-L115274 Hs.115274:lndian hedgehog homofog (Drwo 

AAB78200 Hs.118727 Hs.1 18727'Jtano sapiens cDN A RJ338Q3fe 

AW290997 Hs,190153 Ks.1 901 53:Homo sapiens cDNAFU33S86fc 

AF027208 Hs.112360 Hs.112360:prorn1n]H-llto1 (moioe) 

MH_O02153 Hs.155109 NM_002l53:Homosflpiana hydraxysterdd [1 

AW1365S1 Hs.181245 Hs.181245:Homo sapiens cDNA FU12532fls 

AW928081 Hs.6817 NMJD3345ftHomo sapiens hosfneelpbosph 

AW86138 Hs^O4044 Hs^04044:ESTs 

AW952792 Hs.334612 NI4.009094:Homo sapiens small nuclear rib 

AL12016B H3.7B919 NNL021083;Horno sapiens KeS blood group 

AL117435 Hs49725 Hs.49725;DKFZP434l216 protein 

MMJ0D4605 Hb.376147 Hs.376147:Homo sapiens CDNAFU39099 fa 

BEO48061 Hs,37054 Hs.37054:ephrin-A3 

8^302796 Hs.10fiD97 H5,105097UhymWlne kinase 1, soluble 

AW190902 Hs.40098 Hs4GQ9Bxysteir» knot superfeirtry 1, BM 

NM.00231B Hs^3354 NM.00231 8:Hamo eaptens rysyt oxidase^ 

AL136B77 Hs£0758 Ks*0758:SMC4 structural maintenance of 

AW997938 Hs.90786 MMJW3786:HarnD sapiens ATF-binding caase 

A1015709 Hs.172089 rte.172089:piKxicosls reoepior Inducing 

TB24Z7 Hs.194101 Hs.194101^on)0 sapiens cDNA:FU20B69S 

BE39S495 Hs.158428 Nr^13B761:HonufiBprensBa^ssode1edX 

R36762 Ha.1012B2 Hs.101 262^cmo sapiens rrfiNA; cDNA DKFZp4 

BE301B71 Ks.4867 Hs>ia67:mair»syi tafpha-I.S-Hjtycoprote 

AA424881 Hs.25630t H9^56301^pc^et^proWnMGC13170 

KMJ001202 Hs.68879 Ck)cuslnV)^C-0 12)2: Homo septens bona m 

BE2761 13 Hs.333034 NM^003491»omo sapiens ARD1 homobg, N-a 

AW103364 Hs.727 NM_002192:Hc]rrosaptw'»'nHWn,beIaA( 

AW97O780 H&59483 Hs,59483^euoIne^ch repeat-corrtablng 

J04088 Hs.156346 NNL001067:Hmr»^terctopdsoirmaa{DK 

U17780 Hs.75517 NM.00Q22a:Homo sapiens larnHn, beta 3 ( 

AA852773 Hs.334838 Ha33483B:KIAAiaB6 protein 

MMJW2659 Hs.179657 NM_002659^omo sapiens plasTTinooen acfiv 

AA315B05 Hs34S710 Hs.348710:Homo sapiens, done !MAGE^242 

AW067903 Hs.82772 Hs ^Zisoflagen, type Xl r afpha 1 

AA506476 HSr375009 Hs.3750D%Hcmo sapiens mRNA; cDNA DKFZp6 ■ 

NIYL00994O Hs.155324 Hs.155324onalrhmela1lo|wrteinase 11 (s 

AF112213 Hs.184062 Hs.1 84062xrs«TO3«ne 20 open readlngfra 

NMJDQ0047 Hs.74131 Nty_0Q0047:Homo sapians ajytsurratase E [ 

1)31519 872 NMJK)2591^omo sapiens phogphoendpyruva 

BE297B02 Hs.69360 NMJ30684&Homo sapiens Wresin-5ke 6 (m 

AF 109302 Hs.27495 Hs.27495qrxo stete cancer aasoclatfid prot 

AJ269529 Hs^0187l Hs.301 871 rsolute carrier famly 37 (gryc 

AW007152 Ks.63325 HBJ3325ctrajtsrrtembrane protease, serine 

AF117646 Hs.156637 NfA.01211ftHomo sapiens Ca^Br-M (murine) 

R1B978 Hs.75105 NM_00S579;HOTno sapW emopHmn blrtding 

AA622037 Hs.1 56468 NM„004708:Homo saptens programined cell d 
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416065 
405739 
417576 
405484 
409162 
430514 
414695 
411165 
421975 
431836 
412133 
412870 
413278 
400130 
430696 
443802 
407777 
456629 
421943 
422293 
419468 
425123 
447343 
413254 
413950 
409453 



421910 
434263 
444700 



416526 



BE267931 Rs.78998 NMJX)2592:tfarno salens proliferating eel 

AA339449 Hs.82285 MM_000B19:Homosepfens ptospfloribosyfgly 

H25530 HS.50B68 Hs.5QB6Bsolute carrier family 22 (organ 

AA31B501 Ks.241587 NM_021246:Komo sapiens lymphocyte antige 

BE439915 Hs.76913 H&76913:prot9ssomd(prosome,macropa!n} 

NMJKXH69 Hs.69089 NM_0D0169:Homo sapiens gaisctosJd3se, al 

AW981017 Hs.6459 OocufilhlONM M 024531:Homo sapians hypoth 

AF178532 Hs.271411 NMJ38992:Homo sapiens beta-site APP-cfe 

U 63460 Hs.104557 NA$_001859:Hcmo sapiens solute carrier fa 

N2278B Hs.62407 NMJ22D59:HQfno sapiens chemokme (C-X-C 

BE563085 Hs.833 H s.833:ki let fero rvsti mulals d protein, 15 

Hs.155660 NM^001746:Homo wpterocaln&dn (CANX), 

AA531276 H&59509 rte.59509£S7s, WeaWyshnHartosknlter 

AW504924 Hb.9805 Hs.S806-^xpariin 5 

AAW1071 Hs,71465 Hs71465:eqi]afene epoddase 

AW89196S Hs.367942 HB.367942:Homo sapiens, cbne 1MAGE4701 

BE616520 Hs.343912 NM_0335O4:Hocno sapiens CAC-1 (CAC-1J, mR 

X94453 Ha.114366 >fe.114366:pyffd!ne-5^jart)OJ^8yTrttw 

AA316241 Hs.90691 NMJXrS993:Honio sapiens nucledphosmWmic 

AW205274 Ms.154695 NW_0003Q3:Harno sapiens phasplromannomutes 

AA256641 Hs.236894 Hs_236894:E8Ts, Hghry similar to S02392 

U40272 Hs.75253 N(uLO()413&Horr»ssri8wisod^dehydr 

AA249096 Hs.32793 Hs.32793:Hrjrno sapiens cDNA FU31109 fis. 

A18B5516 Hs£5612 Hs.95612:ESTs 

AW955454 Hs.30942 NM„004093:HqrnD sapiens ephrfn-S2 (EFNB2) 

NMJH4586 Ha.109437 NMJ1458ftHomn sapiens ftomwngly upregu 

N34895 Hs 79187 Hs79187:a>XBacWe virus and adenovirus 

NM_003845 Hs.11729 NWU0(H645:Homo sapiens fatty-acW-Coenzy 

W07162 Hs.1 50826 M M_0203 67 :Homo sapiens RAB25, member RAS 

BEQ1SQ20 Hs.85838 NM_004207.Homo sapiens sofuta carrier fa 

AU076629 Hs.165950 Nf^002011:Honio8epiBn3 fibroblast growth 

BE300330 Hs,11&725 NM_0l224ftHomn sapiens setenophosphala s 

AA312329 Hs.42331 Ha.42331:ephrin-A4 

X16354 HsJ0964 ,{k»usrlnigNI^0l«712:HwTOBBpienscaTriri 

BE616833 Hs.170195 Hs.170195:bone marphogonefc protein 7 { 

BE27S383 Hs.26557 NNt_0Q7l8a:Honio sapiens platopWIln 3 (PK 

X14B50 Hs.147fl97 Hs.147097:H2A hfetone family, mamber X 

U80032 Ms.169600 rfc.1 69600 :KIAA0fl26 protein 

AA305729 Hs,18272 tto8lvilQNr^_030S74:Hwno sapiens solute 

AA6B7G38 Hs.3B972 NMJD05727^omo sapiens tetraepan 1 (TSPA 

AW000B27 Hs.11982 NI^_03Q76G:Homo sapiens apeptnsis regutet 

AID64813 Hs.195155 Hs.1 951 55:scUrte carrier family 38, memo 

453082 H18835 Hs.31608 (toctisIInk)NM_017636:Hofno sapiens tranai 
400529 

412B69 AA290712 rte.82407 Hs^2407»hflmoWne (C-X-C motif) llgand 

427239 BE270447 Hs.3S6S12 Hs^56512:EaTs, Weakr/ similar fa UBCA_A 

429636 AJ916662 Hs.211577 {Jc€usllnk)Nr\L004M6^rrio sapiens kmect 

445462 AA378776 H&35B649 PocusIn^NNL024C5l:Homo sapiens hypoth 

415003 M11437 Hs.77741 Hs77741:Wnkiogen 

443639 BE289042 Hs.9681 Hs^Wliproteasoire {pro&oma, macro pain) 

400290 H18836 Hs.31608 (tocusnrik)NMJD1763fi:Horno sapiens trans! 

431350 AI192528 Hs.164537 Hs,164537:ESTs 

430154 AW5B3053 H&234728 NALOOIOB&Homo eaptens serine {or cystei 

435099 ACO04770 KM766 NrAiK)4111iiomasapten6^stiucture^p 

418216 AA662240 Hs.283099 Hs^83099^F15ql4 protefn 

414907 XS0725 Hs.77537 NWJM099B;Kofriosapiens nbosomal protein 

413C63 AL035737 Hs.75184 Hs,75l84xhTfirias8 3^lfoe> 1 (carflago g 

420665 AW489240 Hs3715&1 Hs.371581:ESTs 

452299 AW206330 tte^55663 Hs.355563:EST3 

444664 N20362 Hs.1 1615 NrAj«6086:HDfiK>saplecw map Idnaso pbosph 

450334 AF035B69 Hs.24879 Hs^4B79: f rno5phaDdJc acid phosphatase I 

444006 BE39S085 Hs^34762 {locus5rfgNM_032e32:Homo sapiens hypoth 

449437 AJ702038 Hs. 10 0057 Hs.100057^DJiiertireon(ne fdnase 35 

412939 AW411491 Hs75069 Hs75069^r»rrydroxyrTOmyllr^5leraw 

427490 Z95152 rte.178695 NMJD02754:Hc47KJ sapiens mitogen-activaled 

427333 APDS7797 H9.176658 MM_0011fi9:Homoaapleiisaquaporin 8 (AQP8 

434203 BE262&77 H&283558 NM,0185O9:HomD sapiens hypolhe&al prot 

414606 D14694 Hs77329 (Jo« ,BRri k3WM_014754:Homo sapians phosph 

456362 AW973Q03 Hs.1799Q9 (tocbsHnk)NWL024a3l:Homo sapiens nirclea 

409093 BE243834 Hs.50441 NM_015936:Homo sapiens CGW>4 protein (L 

437016 AU076916 Hs5393 Hs^BB^uanine rrtonpriosphate synmetasa 

430387 AW372864 Hs-240770 H3 < 240770:nudear cap bfncSng protein su 

428023 AUH8B43 Hs,374530 Hs.374530:Homo sapiens cDKA: FU23602A 

432593 AW301003 Hs.51483 Hs>5t4a 3: Homo sapiens, Similar to Rt KEN 

413813 M96956 Hs.75561 MM_»3212:Homo sapiens tenfocwtomHi 

428376 AF119665 Hg. 184011 Hs.1 8401 1-T>yrephospha1as8 fnofganTc) 

4318S0 X17033 H&J71986 NM_002203:Honir> sapiens htegrin, alpha 2 

446696 AF279265 Hs.298476 Nr^022911«amosaparweohit6cejnarfa 

419376 R24922 Hs.90078 HsJ90078:nucMrJ&sugar transporter si 

448140 AF146761 Hs.20450 MM_020125:Homo salens B lymphocyte acfJ 
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452679 
432836 
433020 
425003 
413095 
417386 
409152 
404626 
453111 
409964 
446342 
452093 
428072 
439223 
408137 
421959 
436856 
449657 
406684 
424534 
426031 
417526 
443044 
424154 



413680 
421357 
436627 
416084 
420*62 
413476 
412115 
41358B 
431512 
435777 
431211 
453258 
414812 
423058 
443180 
435047 
449057 
444184 
412641 
413781 
409213 
447486 
4472Q0 
406683 
431842 
457264 
411676 
437704 
415693 
407971 



432211 
436014 
436278 
440334 
428788 
424909 
407722 
417129 
409463 
407137 
454390 
436485 
423760 
446946 
413380 
430237 
438127 
407770 
411950 
434845 
4203t9 
425209 
410174 
429023 



437967 



242387 Hs.83883 flocitf lnk}NM_0201B2:Hcrno sapiens trarem 

AA340864 Hs.278562 NM_0013C7:Honio sapiens datldiA 7 (ODN7) 

A137S726 H&2271 52 NM_01 6391 :Homo sapiens hypothetical prut 

AF119046 Hs.154149 NM_0144B1:Homo sapterts APEX nuclease <ep 

AA494359 HsJ30715 H5^07l&pctsgBium vdlage^ated channel 

AL037228 Hs.301957 MM_018144:HQiT)os3ffen8 Sec61 alpha form 

AA17GS85 Hs.194346 Hs.194346;Spir^pmt0fn 

AB01459B Ks^1720 NM_0t4799:Homo sepkns hephaesitn {HEPH) 

AW368226 Hs.67928 Hs.67928£ST3 

BE298665 Hs,14645 Hs.1484&Homo sapiens mRNA; cDNA DKFZp56 

A1858183 , BR55039:WWn-05B3-181000-42B-f07CT05B 

BE258602 Hs.182366 NM J)16292:Homo sapiens heal shock pitta* 

AW238299 Hs.250618 NALG2S217:Homo sapiens UL16bfodlng prat 

AI694131 Hs.29002 Hs.29Q02:KrAAl70fi protein 

AW751497 Hs5B37D NMJM0B22:Homo sapiens cytochrome P450, 

AI469355 He.127310 (loosdink)NMJ44624:Homo salens kinase 

ABQ23227 Hs.23860 HS.23B6&KIAA1010 protein 

X16354 Ha.50964 0ocusrmk}NM_GO1 7l2:Homo sapiens caran 

D676B2 Hs.150275 Hs-150275:K!AA0241 protein 

AA2952S1 Hs.166066 (tacusM)NMJX)6697:Hcmo sapiens dspta 

AA5BB90S Hs52240 Hs52msyntodn 3A 

N28522 Hs.8935 tfM_01 429 & Homo sapiens quMnafe phosp 

AF026004 rfe.141660 NM_00436fcHomo sapiens chloride channel 

BE159028 Hs.279704 H6279704xhromaUn accessibility compfe 

AJ660B42 Hs.110915 NMJJ21258:Homo sapiens InterkHikJn 22 re 

AKD006D9 Hs.lOSBOB NM_01789G:HoirKj sapiens chromosome 20 ope 

H72137 Hs.356668 0ocu8lint()NMJOO5274^Qfno sapiens guanm 

L16991 Hs.79006 NMjH2145:Homo sapiens deoaythymWylate 

BE378432 Hs.95677 NWJ052934:HDmosaptes^nHdepOTdent 

U25649 Hs.75393 NMJ»4300cHomo sapiens acid phosphatase 

AK0D1763 Hs.73239 HsJ3239:hypott»tfcaI protein FU 10901 

AA971014 HsJ5432 NMJD0O8B4,-Hoitio sapiens \WP (irtosTne mono 

BE270734 Ha. 2795 Hs279ttaclafe dehydrogenase A 

AW419202 Hs386192 N*L032192:Komo sapiens protein phosphate 

M66B49 K&323733 Us ,323733:gap Junction protein, beta 2, 

AW293134 rfe,32597 NMJ305977:Horm> sapiens ring finger prote 

X72755 Hs.77367 NM_002416:Homosapifins mortifcn* fclduced 

M25629 Hs.1 23107 NM_W2257:Homo sapiens keffltaJn 1, nen 

R1SB75 Hs.258576 NMJM2129:Homo sapiens cfeudln 12 (CLDN1 

U34038 Hs.154299 NWJM5242:HomD sapiens coagulation facto 

AB037784 Hs.22941 Hs.2294l:KlM1363 protein 

T87841 Hs.282990 0MUsfink)NMJ>3355O:Ho[no sapiens chramo 

M16660 Hb.74335 Hs.74335:heat shock 90kD protein 1, beta 

J05272 H&850 f>xwsQnl^h^000fi83:Hbmo sapiens IMP (i 

U61412 Hs51133 NM_005975:HomoBapl9ns PTK6 prateb tyro 

AW401864 Hs.18720 KWL00420£Homo sepfere programrned cell d 

BE643148 Ha.2B1434 Hs381434*tomo sapiens CDNAFU31 373 fts 

R5B665 Hs46847 NMJH8614:Homo sapiens TRAF and TNF recs 

ML0Q5764 Hs.271473 rtsj?7l473*ptthellBl protein up-regalafe 

AF102850 Hs.227933 NMJM3338:Homo sapiens AtgS. S. oerevfcl 

AI907114 Hs.71465 NM„00312fl:Homo sapiens equatene epoxidas 

M766142 Hs.131B10 Ha.13lBiaHomo8spferecDMAFU35978fls 

M133749 Hs.301350 Hs.301350:FXYDdomaiirtonWn1nBlontra 

AM69117 Hs52918 H 8 529I8;C0C91 ceB division cyde91-JI 

AF011333 Hs.153563 NMJH2349itao sapiens lyrnytocyte antirje 

BE274530 H&273333 Hs^73333: hypothetical oro?dn FIJI MBS 

AF281I34 Hs^83741 T4M_020l6B:Komoeap(ens exosoma component 

BE3962S0 Ha5097 Ms^097synaptogyrin 2 

BE276112 Rs.7165 NMJW3904^omo sapiens zinc firmer pnrta 

AF082283 Hs, 193516 NM_p03921:Homo sapiens B-cet OUlyrnpho 

S78187 Ha.153752 0«wsIW<}NMJDO4358;Horno sapiens eel d 

BE252241 Hs.39041 NMJD03681:Momo sapiens pyridoxat (pyrUo 

AI381800 Hs.800684 Hs.300684x^cOortn gane-related peptid 

AI458165 Hs.17296 NM_02393ftHomo sapiens hypolheScal prat 
T97307 

ABQ20713 Hs^G966 (tocusGnk)faL024923^omo sapiens hypoth 

W57578 Hs^78718 Hs^78718:Homo sapiens cDWA FU33433fls 

AF165B83 H&J29B229 MM_012394:HornoaspiBna piefbldbi 2 (PFDM 

AJ 676932 H&317 NM_0032fl6:Horno sapiens tepciaomemae (ON 

AJ904232 Ks.75323 Hs.75323:prohibitln 

AI272144 Ka.236522 Hs.236522«CF2P434P106 protein 

W94824 Rs.11565 NM_080748:Homo sapiens diromosoma 20 ope 

AW807B31 HsJ8738 NMjD14343:Homo sapfens ciaudin 15 (CLDN1 

T2B407 Ha.81564 NM-002619:Homo sapiens platelet factor 4 

BE267057 Hs.325321 Ha J 325321:WO repeal domain 16 

. AW40S2B9 Hs.96593 NW.019034:Homo sapiens rashomolog gene 

AUM9761 Hs/155140 NM_00189SHDiao sapiens caseki kinase 2, 

AA306007 Hs.59461 Hs^461:DKFZP434C245 protein 
Nl^000312 Hs^351 N^.000312t«omo sapiens protein Cpnacli 

AF151812 Hs.169992 NM_015966:Homo sapie^B serologically def 

BE277414 Hs5947 NM.00S37O:Homo sapiens mel transforming 

AW594506 Hs.104830 Hs.104830:E8Ts 
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453857 
428474 
410315 
428206 
450506 
413179 
440876 
40D847 
431685 
410199 
432833 
429344 



AU077141 

N(4_001197 

ALD80235 

AQ023192 

AI63B871 

AB020643 

NM_C04460 

N99892 

NMJJ04987 

AW296135 
AW377424 
AI756390 
R94038 
W21223 
AF111170 
BE244231 
AW0620C6 

A1E78727 
U85768 
NMJH4742 
AA296363 
BE243313 
BE072B81 
U 53630 
BE397753 
BE266322 
M81933 
AW9773B2 
NMJW2951 
U 95031 
R525S7 
AL11B99D 
U11700 
A15B0053 
AA570255 
AW411066 
BE173977 
T47364 
798223 
AA194952 

AW015211 
AW505308 
AI05B776 
X59135 
AA316181 
NMJKH341 
AL1102S1 
L12350 
AU076609 
AF208234 
ALD80192 
AI754813 
AB 025237 



418313 
453454 
400448 
424142 
430720 
41B412 
429B24 
41294B 
451129 
425322 
446291 
431731 
423198 
448093 
414045 
421190 
419807 
435975 
418416 
433570 
441128 
432320 
444019 
432690 
410219 
410583 
402829 
445921 
414198 
443425 
436485 
410268 
425159 
420614 
421814 
432215 
409402 
421038 
4244Q9 
448775 
442621 
4593Q6 AW57B452 
400846 

422256 M64573 
408089 H59799 
432076 BE314877 
AF213457 
X91195 
BE617S95 
W70171 
BE3S7202 
AA770561 
NMJ006355 
AV66Q976 
AJ732374 
D30857 
NMJD05402 

M151647 
AF034102 
W79485 
AI876909 
BE275760 
AJ640377 
AL039104 



Hs.374548 

Hs.155419 

Hs.35861 

Hs.184523 

H3^78965 

Hs.183005 

Hs418 

Hs.75227 

Hs.112378 

rte.267659 

Hs.205126 

Hs.210667 

Hs.374664 

Hs.151734 

H&v306165 

Hs.64038 

Hs.374973 

Hs.378970 

Hs.247838 

Hs.79305 

Hs.121520 

Hs.334651 

Ks.155637 

Ks.14623 

Hs,211374 

Hs.1634 

H6.15B9B 

Hs,75722 

Hs.102482 

Hs.91579 

HR373554 

Hs£4999 

Hs.109007 

Hs.348504 

Hs .274351 

Hs.10098 

Hs.278613 

Hs.171952 

Hs,36093 

Hs.153799 

Hs.75812 

Hs.133397 

HS.15G110 

Hs.61635 

Hs.154868 

Hs.99354 

KS.19B623 

H<l2934 

H&S95 

Hr.101282 

He.145428 

Hs*3B8 

Hs-8752 



456534 
447335 
4143B8 



437897 
431183 
457635 
432391 
417640 
440086 
401179 
411125 
453323 
407236 
447250 
452875 
428390 
425811 



Hs4499 

Hs42644 

Hs.24553 

Hs.44234 

Hs.100623 

Hs.286192 

Hs.75939 

rfe.118638 

Hs.146170 

Hs.250693 

Hs.3569 

Hs.339627 

H&B2353 

tfe.6906 

H&.6BB77 

Hs32951 

Hs.173980 

Hs.17833 

Hs .30928 

Hs^50077 

Ha.159557 



Hs.374548:so!irte earner ferolly 16 [mono 
NM_001197:Komo sapiens BCL2-lnteradJi^ 
Hs.35B6l;Ras-hduced senescence 1 
Hs.184523:sertie/lhfeonine JAiass 38 Ilk 
Hs.37696S:Homo saptens cDNA FU37658 fis 
Hs.1B3C0S:!iksiy hornotog of mouse hepsrl 
Owuslink}KM.0044GO:HamD3apren6 fforob 
NM_005O02:Hottk) sapiens NADH dehydrogenas 
Poctisllnk}NMj0049B7:Horno sapiens IM an 

NMJ061 13;Homo aliens rav 3 oncogene (V 
Hs^05l26:Korno sapiens cDNA: FU22667 fi 
Hs-210667:ESTs 

NM_005538:Homo saptens tohlbln, bete C { 
Hs.1 5l734nuclear transport factor 2 
Hs.306165£CTs, Highly similar to unknow 
N^15937:Komo sapiens CGI-C6 protein (L 
NhL004697:Homo sapaans PRP4 pne-mRNA pro 

Hs.378970:Homo saptens cDNA FU35102 fis 
NMJ0O2991 :Homo sapiens small Inducible c 
Hs.79305:KIAA0255 gene product 
Hs.121520:Homo sapiens cDNA FiJ35792r7s 
Hs.334851:LIMand SR3pnrtefn 1 
BE072881^C2-BT0548-200300-012^09 BT054 
NW_008904:Homo sapiens protein kinase, O 
Hs.14523:1nterf9fon l gammB-lndtidble pro 
(kJctisllnk)NM_145051:Homc>3ap58ns hypolh 
Hs.1 634xeB divisbn cycle 25A 
Hs.1589B;2^dteiioyl CoA reductase Z J» 
rM_00295l;Homo saptens ribophorin El (RP 
Hs.102482miciR 5. subtype B, Iracheobro 
Nfi4_03341fi:HDraosap[ens slrnOar to HYPOTH 
<tocusifnigNM_13078&Homo sapiens alpJia- 
Nh4JXX)053tHbmo sapiens ATPaso, Gu^ tran 
Hs.108007:Homo saptens, Sfmllarto LOC16 
Ha.34B504:hypo5ieb'cal protein BC014072 
NKL016032Homo sapiens rincfeiger, DM KG 
NMJD19062Homo sapiens putative nucleola 
(Itwir3link)rfM_0D5532:Komo sapiens Intarf 
Hs.l7l952*odu(&l 

Hs.3rj093^omQ sapiens cDMA FU128B5&, 

Hs.l5379artomo saptens cDNA FU38333 fis 
NKUD04563:H«no sapiens phosphrarjburijva 
Hs.133397:ESTs 

r^l56l10dmmunoglDbuIn kappa constant 
NWJM2449:Homo sapiens she trEnsmembrane 
NMU004341:Homo sapiens carbajiu^pfiospha 
Hs.99364sbhydro!sse domain containing 1 
NJVLQQ3247:rtaTK> saptens trrombospondirt 2 
f^001 033: Homo saptens rSKnuicfeottde re 
Hs.695:cystetJn B {stofin B) 
Hs.101282*omo saptans mRM^ cDNA DKF2p4 
Hs.146428a»!!ageri f type V, alpha 1 
MMjOQ2452^omo sapiens nitfx (nurfeoade 
Hs.8752^ransmemcrane protein 4 
AW57B452rRC1-CT02S2^30100-023-b07 CT025 

NWj00552&Homo sapiens heat shock fcansc 
hs.42^Udoredroftv4ike2 
(focu9llitk)NNL022369:Homo sapiens hypoth 
NM^018965:Homo saptens biggerfng recept 
NM_13B689:Homo sapiens protein phosphate 
NM_032l92:Homo sapiens protein phosphate 
NMJH2474;Bamo sapiens uridine monopliosp 
Hs.1 18638aiocHneiastafc cells 1 ( protaf 
r^146170*ypotbetol protein RJ22969 
NMJ)06a55;Honu> saptens KDEL (Lys<Asp^lu 
Hs^569»hramosorne 20 open leading frame 
Hs*339B27£S!Ta l WesMy simitar to protea 
NM.006404:Homo sapiens protein C recopto 
N M_005402:Hofno 6 aniens v-ral slmfanleuk 

Hs^8877xytDchromo b^245, alpha polyp ep 
NM_001532:Homo sapiens udite carrier fa 
Hs.173960:mjctear matte protein NMP200 
NM_OOZ707^loino sapiens protein phosphata 
Nf4_0061 14^omo sapiens trenslocase of «i 
NMJHD982:Homo sapiens ribosomal protein 
Wk4j002266.-Homo sapiens kflryopherin alpha 
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446356 
419170 
426B58 
410558 
444706 
444734 
424482 
438203 



418881 
419705 
420186 
413B35 
448153 
425274 
435472 
451932 
420085 
412006 
424954 
437741 
414602 



434457 
452203 
413431 
437379 
408716 
433627 
430393 
417286 
434224 
428028 
445580 
420531 
417389 
412276 
452700 
433604 
414883 
421743 
447688 
424089 
414788 
442315 
449944 
425244 
428464 
418763 
436415 
447151 
418062 
410636 



A1816736 Hs.14895 

BE00279B Ks^8785G 

WO04182 rfc.172791 

AW082266 Rs*6131 

AKOGQ398 Ks.11747 

WMJ0013BO Hs.11606 

BE268621 Hs.149155 

BE540Q90 Hs.7345 

AK000O02 Hs.55879 

AA2877aB Hs.23449 

AW368634 Hs.154331 

NM_Q15925 Hs.95697 

AJ 272727 Hs.249163 

Y10805 Hs^0521 

BE281191 Rs.155462 

AW972330 Ha283022 

AA360954 Hs.27266 

AI74190S Hs.44680 

AW451618 Ha.290216 

NM_000546 Hs.1846 

BE561610 Hs.5809 

AW630068 Hs.76550 
Hs.75309 

AF141332 Hs.200333 

XS7522 Hs.3 52016 

AW246428 Hs.75355 

AL359575 Hs.23785 

AIS67839 Hs.151714 

AF076S66 Hs.284296 

BE185030 rfc^41305 

AA122237 Hs.81874 

AA380731 Hs.84 

U52112 Hs.182018 

AF167572 Hs.12912 

AK52069 H&S8614 

BE260964 Hs£2045 

BH262B21 Ks.73796 

A1859360 Hs.28B940 

NMJH3442 Hs.3439 

AA926960 Hs.348669 



T3595B 
At420l56 



Hs.107614 
Hs.326733 



450778 
420190 
426371 
450590 
413900 



407797 
447321 
426841 
418650 
420676 
438444 
439778 



447656 



421779 
400262 
418803 
449230 
421532 
432026 
433179 
452264 
416641 
421612 
427349 
457670 



AL038662 Hs.144943 

X78342 Hs.77313 

AA173992 Ha.7956 

AF290512 Hs.58215 

AK002127 Hb.155313 

AF104032 Hs.164601 

NM_P14448 Hs.87435 

BE255254 Hs^4325B 

AJ022813 H332679 

BE550964 H&89399 

AA088177 Hs.172870 

AIBQ5664 HsJ1731 

BE265839 Ks.12126 

AW451034 K&326525 

A1B16209 H335B67 

AB012193 Hs.183874 

AA296696 Hfc33341B 

AW409747 HsJ5612 

X03068 HsJT3931 

AKQ00524 H 5. 39850 

AW271217 Hs.281434 

AW52358 Hs.131741 

BE3B6750 Hs.96978 

AC43470O H&4248 

AIOB4707 Hs.301226 

AL1 09729 Hs.99364 

R075S5 Hs.73817 

NMJ003726 Hs.10126 

AW732918 He.182490 

AI879159 Hs,108219 
Hs.75309 

U50079 Hb.885S6 

BE61334B H&356392 

AW13B207 Ha.146170 

AA524545 Hs324630 

AW362945 Hs.182459 

AU077013 H3JZ8757 

BE243135 HsJ6947 

AF161254 Hs.106196 

AA360154 Ks.177415 

AF119566 Hs.23449 



Hs,14896^lnc finger. DHHC domain cental 
NMJ202219:Hwm sapiens Integral membrane 
NM_004182:Homo3aptena uWqultously^xpr 
Hs,65131:Fas (TNFRSFfl^aoaated via de 
0ocusl{nk}NM_Ol779B:Homo sapiens chromo 
NMJJ01 360:Homo SBptens 7-<fchydrachds3te 
(locus£nk)NM_C03374:HomQ ^plens vdtag 
Hs,7345:MAD1 nxTOcarrar, deficient 
(loai3irnK)NM.033450:Honio sapiens multid 
Hs33449jnsufln receptor tyrosine Mnas 
Hs.154331:ESTs 

H3.95B97:liver-apecIfc btW&p transcr 
KM_024306:Homo sapiens fatty acid hydro* 
NM_001636:Homo sapiens HMT1 hnRNP methyl 
Hs>155462;MCM6 mfnlchromosome matatenanc 
NNL018S43:Homo sapiens triggering recept 
Hs.27268:Horno sapiens cDNA: FU21933 lis 
Hs.446B0thypolhelfcar proton FU20979 
Hs.29021B:ESTs 

NM_000546:Horflo sapiens tumor protein p53 
NM_02Q47C:Komo sapiens putative tansmem 
NM w 052886:Homo sapiens mat, T-cell dfflfe 
NMJ»1961:Homo sapiens eukaryotjc transt 
NMJ)18690;Hojno sapiens apcllpoprotejn B4 
NMJ000593Jtomo sapfans transporter 1 , AT 
NM_00334&Homo sapiens ublquWn-conjiiga 
hi^23765:membranB metato-erwfaperjrJdase- 
(bcuslli*)NM_033405:Horao sapiens perotf 
NMJH31 61:Homo sapiens surfeit 4 (SURF4) 
(!ocuslink)NM_00B470:HomosarienB triper 
NM_002413:Hcmo sapiens mfcrosomal glutei 
NrOOQ206:Homo sapiens InterieuiAi 2rec 
Hs.18201&lnterteuWfr1 receptor-assocta 
NM_008109:Home sapiens SKB1 harnolog(S. 
NMjD04587:Homo sapiens rlbosome binding 
Hs.B2045:mldrdne (naurrte growft-pfomofi 
Hb. 73798 :macropti age migration InhfbHsry 
NM_02 1259: Homo saptens transmembranG pro 
Hs.34392!toraalin (EPB72>llte 2 
H6.348869XOC28 protein kinase 1 
H3.107614DKFZP664I1171 protein 
NM_05285B:Homo sapiens clmHa'to RJKEN 
Hs.144949:ES7s 

Hs.7731 SrycfiiMiependentknase (CDG2-I 
Hs.7956:E6Ts 

0oc^r*)NM_033D46:Honio sapteos riiotok 
NM_02210&Homo sapiens death associated 
(tocusflrtgrato W486:Homo sapiens solute 
Ks£7435:Rho guanine exchange factor (GE 
NMJMB191:Homosap«nspronferatJon-oss 
(tocir&llnk)NM_1457£4:Homo sapiens Mnesi 
NMJD05176:Homo sapiens ATP synthase, H+ 
HsJ72a7<*KlAA1913 protein 
(focusllnk)NMJD12094:Homo sapiens partnl 
NrvLOl 8487: Homo sapiens hapatocofliiarca 
tJrVL001639:Homo sapiens arykulfatase D < 
(rocusHnk)NM_0241 1 iHamo Bapiens chromo 
NWJ03589:rtorno sapbns culln 4A (CUL4A) 
iJocusRnk}NM_014164:Hoffno sapiens FXYD d 
NM_00681ftHomo sapiens stress-kiduced-ph 
Hs.7393l3najqr hrsb»ornpa9b]lrly compte 
Hs.39850:urf(fti6 »nase-nte 1 
Ha.281434«orr» sapiens cDNA FU31373 fis 
Hb.131741£STs 
Hs.86978: prolyl andopeptidase 
Hs.4248:Homo sapfans PP3781 mRNA, oorrplft 
Hs^01226:Hot» sapiens, clone 1MAG&3456 
Hs.99364^bhydrdase domain contaln&ig 1 
NW_0023B3^orno saptens smdl Inducible c 
NM_003726^mr» saptens etc tarr% asscd 
Hs.182490:leudne4icti PPRnnoBf conteki 
NM-00462ftHomo sapiens wingless^type MMT 
NM_001961:Homo sapiens eukaryobcbansl 
NWL004964:Homo sapiens histone deacetyla 
Hs<356392:ESTs, Highly srnilar to 8-phas 
NM_02284ZHomo sapiens hypothetical p rot 
rfe^24630:Honio sapiens cDNA FU33318 fls 
Ks.162459;ESTs 

Hs^8757:bansmembrane 9superfamily mem 
NMJXJimHomo sapiens a dissilsgrin and 
<tocuGlhk^M^016579:Horfio sapiens K36an 
(focuslWJNM_001997:Horno saptens Rnkel 
NhCai8842:Homo sapiens lisuHn iBcepior 
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446506 
402260 
429671 
409267 
445937 
431243 
422611 
427647 
449644 
448719 
417457 
4S412B 
424927 
428144 



AW361666 Hs.49500 
AK00I269 Hs.30738 
A1123118 Ks.15159 



438407 AI457122 Ks.129673 Rs.12g673:eukHryotlc transiafiort tniBal 

428293 BE250944 Hs. 163556 Hs.ia3556:sotut0 earner family 1 {neutr 

436823 AW749865 Hs.1 17077 Hs.1 170rt:zJra! finger protein 284 

416181 U37012 Hsl83727 NNL.013291 :Homo sapiens dBavageand poly 

434826 'AF155561 HsJ22265 Ks.22265:pyruvate dehydrogenase phcsphal 

428734 8E303044 Hs.192023 MM_003757:Homoaap'enseukaryofictransl 

423022 AA320525 Hs.201076 rte.201076:ESTs 

427648 AJ376722 Hs.1 80062 H3.ia0062^coteasome (prasome. macropab 
404240 

H».49500:K!AA0746 protein 
NM_DiaDB7:Komo sapiens hypothetical prcrt 
ttocuslM()NMJ)1 6325:Hojna sapiens chemok 

BE379335 Hs.211594 Hs.211594:proteasame (prosorne, macrcpaln 

NMJH2453 Hs.52515 Nfil.0l2453:Hoino sapiens trsnsdudn (bete) 

A1452943 Hs321231 (toc^M)^_003779;Komo sapiens UDP-Ga 

U46455 H&252189 NM_002999:Homo sapiens syndecan 4 (amphl 

AA158177 Hs.118722 tkxwsl&ik)N^004480:Homo saptens fuoosy 

W19744 Hs.180059 Hs.1BQ059:Horaofiaplen5cWJAFU31360fiB 

AWS60707 Hs.148324 Hs.14B324:ESTs 

AA033627 H&21 8S8 Hs.21 B58:serine {or cysteine) proteinase 

AA37B907 Hs349326 Hs34932B:Homo sapiens cONA FU30677 fe 

AID312S9 Ks.3G790D r^57900:programnied cell death 2 

AW973666 Hs. 153850 H6.1538KWiypothebcal protein C321D24 

BE269243 Ha. 182625 Hs.1B2325:VAMP (vBstete^soaeted mambr 

6E382756 Hs.169902 NM_006516cHemo sapiens sotute carrier fa 

426410 BE29B446 H&305890 NM_138S7ftHonio sapiens BCL2Jlks 1 <BCL2 

426812 AF105365 Rs.t726l3 NfcU3Q659fcHc™ sapiens solute carrier fa 

435750 AB029012 Hs.4990 Hs>4990:KlAA1 069 protein 

421602 BE261458 Hs.108408 (focU3lrak)NM_Ol G022:Homo sapiens OGI-7B 

421905 AI6GQ247 Hs.32699 Hs.32G99:Homo sapiens. Simferto RtKEN 

430542 AI55748G Hs.119122 Hs.1 1 91 22:rl bos omal protein L1 3a 

427268 X76520 Ks.174139 NfcUQl629:Hamo sapiens chbrkte channel 

412525 AA5B1439 Hs.152328 Hs.152328:E8Ts 

422B13 AV656571 H3.121068 (locLsllnkJNM^003270:Hamo sapiens transm 

441406 Z45957 Hs.7837 Hs.7837:prKraphoprofein regulated by nttto 

408806 AW847814 Hs.75608 HsJ6608:fightjUncfion protein 2 (zona 

435730 AB020535 Ks.4954 Hs.4964J<IAA0628 protein 

432871 NMJI16142 Hs.279617 rte.279B17*ydrwy6teroW (17-leta) dehyd 

447783 AF054176 tie. 19551 NMJD05001 :Homo sapiens NADH dehydrogenas 

426266 AF0B3420 Hs.1 68913 NMJfi 3576: Homo sapiens serlneAhreonne 

450447 AF212223 Hs.25010 N^018S98:Horno sapiens hypothetical prct 

427337 Z46223 Hs.176663 MM.000569:Homo sapiens Fc fragment of Ig 
406363 

439641 AFD38S61 Ha.6710 NM_004fl70:Homo sapiens nwnnose-P-doliche 

431736 AW237726 Hs^88549 NM_Q32828:Homo sapiens liAjuHin UBF-fl 

447966 AA340605 Ks.105887 {bcUsii nfcJKMJ 45252: HomMaplensslmna 

439246 AM98072 Us. 3 51 474 Hs^51474itornosap1enscONAFUQ00O2fis 

419493 AF001212 Hs.90744 Hs.90744:proteaeome (prosome, macropaln) 

427597 015049 Hs.1 79770 NkL0Q2342:Horno sapiens protein tyrosine 

430281 AI676342 HsJ237924 Nr^1601 6: Homo sapiens CG1-69 protein (L 

446620 M12680B Hs.1 799 02 (locusllnk)r^022109:Horno sapiens CD*92 

45286S A1924046 Hs.1 19567 Hs.1 19557£$T$ k Weakly sfmilaf to ALU 1_H 

422164 NM.014312 Hs.1 12377 Hs.112377^ca1thyniocyterecepbx(X 

444301 AK00O136 Hs.1 0760 NM_01768Q*lomo sapiens esporin (IKRctas 

451455 AJ 937227 Hs.8821 . NMJQ21 l7&Horro sapiens hepddrn sn&mlcr 

417777 AJ823763 Hs.7055 HaJ055:Homo sapiens cDNA FU33420fij, 

417144 AA382104 Hs.81337 Hs^1337Jecffn t gatadosia^bTndiiig t so 

450825 AC005954 Hs.25527 (locustnV)NMJM4428:Homo sapiens fight 

414774 X02419 Hs.77274 NM_Q02658^Honiosapfen3^asrrinoflenacfiv 

409430 R21945 Hs.346735 H5.346735:Homo sapiens, done 1MAGB3881 

440659 AR341G0 Hs.7327 NM_021101:Homo sapiens cteudln 1 (CUDN1) 

43226B BE311855 Hs.274230 Hs^74230^hosplioadBnoain9 S'-phospho 

43B930 AW843B33 Hs.343261 Hs, 34326 1*i5tocorr^ai&!ltly{rnfrKjr) 13 

412599 AU076782 Hs.248267 (IodU9rnk}N^021126:Homo sapiens mercap 

420788 UG6615 Hs.1 72280 MM_003O74:Homo sapfens SVW5NF refa^rf. " 

425956 NM_0O1761 Hs.1973 KfvL00i76l^omo sapions cydin F (fXNF) t 

448847 AJ587180 Hs.1 10906 H3.110906lrypo5iefcaJ protein BC004501 

431236 AV656840 H3.28S11S NI^001580:Homo5apten5hiterleiJWn I3re 

414702 122005 Hs.76932 NFA_004359:Homo sapiens cell dj^aion eye 

430024 AIB08700 HsJ227730 NM_000210:HQmo sapiens tntegrln, alpha 6 

424394 BE277024 Hs.146381 Hs.1 46381 iRNA binding mottf protein, Xe 

442993 BEG18682 Hs.1 661 96 Hs.t66196ATPssa, Ofiss). typ»8B t mBmb 

437712 X04588 Hs.85844 Hs.B5844;neurotiophic tyrosine kinase, r 

410293 AKOO0W7 H3.6196D N M_01 8992: Homo saptens hypotheacal prot 

454358 AW792876 Hs^88936 NMJQ1420:Homo sapiens mltochDndrlE] rib 

411531 AB014511 Hs.70604 Ks.70604:ATPaao t a ass 1 1, type 9A 

447032 AWQ00310 Hs.17138 (tacusInigNM_017755:Homo sapiens hypotfi 

414249 A1797994 Hs.279929 (locusrcn^N^0t751CkHomosap!en3 gp25L2 

44B440 M173467 Ha.62402 Hs.62402:p21/Odo42A^-actfvatfid Wnaao 

423184 NM^00442B Hs.1 624 NMjD04428:Homo sapiens ephrln-A1 (EFWA1) 

419452 U33635 Hs.90572 Hs50572:PTK7 protein tyrosine kinase 7 

417678 U9D916 Hs.82845 Hs 62845:Homo sapiens cDNA: FU2193D fis 
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3.03 
3.03 

aos 

3.03 
3.03 
3.02 
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3.02 
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431854 
425251 
445229 
412146 
437763 
406666 
425725 
417259 
453902 
432396 
4113SB 
453518 
444913 
44Q943 
414013 
462124 
416391 
419092 
426375 
437296 
407736 
443303 
424756 
430354 
417079 
425221 
414196 



AA521246 

BE385099 

BE276013 

M 92444 

AA409369 

AI02S931 

NMJQ12243 

AW90383B 

BES02341 

AW295956 

R47479 

AW503205 

M194422 

AW0S2298 

AA766505 

AA454220 

AI878927 

.105581 

AK0O0597 

AA350994 

N41744 

U67319 

AW504657 

AA954610 



452012 
412429 
452714 
428922 
'434931 
418293 
428781 
445350 
422396 
429597 
421179 
417691 
427715 
430589 
409220 
443663 
445720 



AVB49664 

U33446 

AA401O39 

AA3Q7703 

AV650262 

AW770994 

Z97630 

AW966941 

BE244454 

AF164799 

AF052112 

W21&72 

NMJ303816 

U726S4 

AU076610 



427581 
419193 
419152 
444B24 
431629 
425118 
422010 
436075 



413073 
412088 
447140 
429746 
424291 
417944 
428343 
435640 
451608 
434608 
437166 
429574 
436549 
440246 
426924 
444133 
422D30 
415938 
450167 
408815 
414820 
410013 
444823 
422197 
432710 
405203 
432465 
412926 



AJ002744 

BE243323 

AA114212, 

AL04O482 

NM_008412 

NMJD14788 

D29643 

L12711 

AA843575 

AU077025 

AUG7B611 

AA302D49 

BE090176 

M151527 

AL038165 



AF070537 

J03626 

AL12D051 

AU077196 

AL043021 

AF22C053 

AA384S25 

AA&05443 

AA338305 

BE268321 

BE3B6801 

W52010 

BE222542 

Y17B01 

X51416 

BE3835Q7 

AA446404 

AW957974 

AA371931 

AF067173 

BE2629B9 

AW974265 

AA609685 



RSJ210792 

tk355814 

Hs.343fi28 

Hs.73722 

Hs,583t 

Hs.181357 

Hs.159322 

H&81800 

Rs,3402 

Hs.11900 

Hs.94761 

Hs.27268 

Hs22S64 

Hs.146161 

Hs.47099 

Ha.61170 

Hs.79284 

H&i89603 

Ha.169549 

Hs.20281 

Hs.349326 

Hs.9216 

Hs.152931 

Hs^39784 

HS.B1134 

Hs.155188 

Hs.75799 

Hs.2903 

Hs.279766 

Hs.75765 

HsJ034D 

HSJ226117 

Hs.168254 

Hs.79152 

Hs.193384 

Hs.12540 

Hs.7907 

Hb.2442 

Hs.148495 

Hs.82399 

Ha.180428 

Hs.246315 

Hs.51233 

Hs.9930 

Hs.266173 

Hs.209119 

Hs.179703 

Ha.34769 

Hs3S643 

Hs.12058 

KsJ2658Z7 

Hs.154672 

Hs.31181 

Hs.179902 

Hs.69485 

H5.751B7 

Hs.108932 

Hs.17481 

Hs.2057 

Hs.144700 

H&.82985 

Hs.12705 

Hsl54960 

H&26745 

Hs.179909 

HS.377B16 

H&.2DB912 

Hs.21858 

Hs.191379 

Hs.128782 

Hs.10574 

Hs.110849 

HS.7B921 

Hs.24563 

H&^5485 

Hs.77422 

Hs.57904 

He.12045 

Hs.111632 

H6.27B872 



D56165 H&J275163 
A1879076 Hs.75061 



Hs.210792:Homo sapiens cDNA FU36S31 fa 
Hs.355814:Homo sapiens cbnalMWSE: 29333 
Hs343B2B:Horno sapiens mRNA; cDNA DKFZp7 
Hs73722jAPEX nuclease [muWunctionaf 
Hs.5&31 tiissue Inhibitor of mstalloprole 
Hs. 181 357:lamlnlii receptor 1 t67kD, ribo 
(locu8llnk)NMJ)12243:Homa salens solute 
Hs.81B00xfion*o«In sulfate proteoglyca 
NM_l3^177:HomosapfensdironrK>some 17 ope 
(locus!li*)NM_032527:HQmo sapiens hypo*!? 
Hs.94761:KJAA1691 protein 
Hs.27268:Homo sapiens cPUA: f U21933 fis 
MM_0D4999;Homo sapiens myosin Vi (MY06), 
NM_032331 LHomo sapiens hypotheflcal pro* 
NMJ)24642;Homo sapiens hypothetical prol 
Hs,6H7Q:ESTs 

NM_00240£Honttsapens mesoderm spedffc 
NM_002456:Homo sapiens mucin 1, iransmem 
sens domain, fmtnu 
Ksl202B1:MAPK phosphatase-? 
Hs.34932S:Homo sapiens cDNA FU30877 fis 
NMJ>33340:Homo sapiens casp3se7, epcpto 
(locuslink)NI002296:Honias&rien9 l&miji 
Hs.239784:sc*ble 

{loco&llnk}KM_000577:HQrno sapiens mteri 
NM_005642:Homo sapiens TAF7 RNA polymers 
Hs.75799 protease, serine, 8 (pro&tasln) 
Hs.29033Wtei& phosphatase 4 (formerly 
(rocjsnnk)NM_012310:Homo sapiens Wnesl 
NMJX)2089^omo sapiens GR02 oncogene (GR 
Hs^OWfthyprtheBcal proton KIAA1165 
NM_O0S318:HomoaapiQns HI histonafarriry 
Hs,166254:llkery orthotog of rat vacuole 
Hs.79 162: structure specific recognition 
Ks.1933847UlaMvB 2B ItDa protein 
NM_0O8330:Homo sapiens [ysophosphoHpase 
(locuslRik)NM-145059:HomD sapiens Uuco 
H5.2442;a oTstntegrln and rnetaltoproteln 
NMJH2B1 ttHomo sapiens prcteasoma (proso 
NM_907357:Hofno Gapfens component of dig 
Hs,18042B:KlAA1181 proton 
NM-0l7423:Homo sapwa UDP-N-aceiy^Iph 
tk)cysnnk)NM_C03842:HonrK) sapiens tumor 
Hs.993Qserfne (or cysteine) proteinase 
Hs.2B6173:K!AA1595 protein 
NNL0Q6412:Homo sapiens 1-acylgl>«orc4-3- 
NM_014788:Homo sapiens tripartite motif- 
tiM_005216:Homo Baplens dolchykllphosph 
{fcicusf nlONM_001064:Homo saprans tranak 
NM_Q01671^orcw sapiens astaloglyGOprotel 
N^022873;Homo sapiens fnterferon, alpha 
Hs.154672: methylene tatrahydrofbtets deh 
Hs^1iai:HomosapfenscDNA: FU23230ffs 
NM_D0O546:Homo sapiens CDw92 antigen [CD 
(tocusfii^NM_024^1^on»sapiens hypolh 
l«l.014765:Homo sapiens trartstocase of on 
Hs.1O9032:ESTs 

NM_138391:Homo sapiens Itypotheticat prat 
NM.000373;Homo saplsns urfcDjie monophosp 
NMJ0O442ftHQniD sapiens ephnn-B1 (EFNB1) 
NM_000393:Homo sapiens collagen, type V, 
f.c€uslIr*)N M J 45594: hbmo sapiens stmlla 
HM_0184G8:Homo sapiens urcharscterized h 
NMJH649%Homo sapiens HBPC244 (MGG1 337 
N^JD24831^Homo sapiens nuclear receptor 
Hs^377ai6:Hcinia$apien9 cDNA FU36B08fl3 
Hs^0B912A/polhetica5 proteki MGC861 
Kb j21858xerlra (or cysteine) proteinase 
K8.191379:EST» 

Hs.128782:Homo sapiens eDN/V FU31512 fis 
Hs.10574:solu1e carrier family % {fecil 
pocu9llnk}NM_Q0445l:Homo sapiens estrog 
NM_00348B:Homo sapiens A kinase (PRKA) a 
NM_013248^orno sapiens NTF&like export 
(kxai3!inV)NMJQ24599;HDmo sapfens hypoOi 
Hs.77422:proteol^id protein 2 (colonfe 
Hs.57904:rnagxMiashl homobg, prollferatl 
Hs.12045:C2fpmMn 
Hs.111632:lsm3 protein 

NtyJX)5696:Homo sapiens membrane coRiponsn 

MM_002512:Homo sapiens noHnstastatfece 
^7505l3nacrophagemyri3toylated alanb 
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42616B 
441456 
420166 
415674 
409591 
418062 
436540 
426675 
417019 
421684 
428404 
411030 
413B22 
430065 
403132 
440490 
431498 
423570 
448569 
451711 
442643 
447887 
421178 
443329 
416444 
453145 
427775 
424732 
426125 
450273 
4O70Q2 
450038 
-457274 
417831 
417624 
426989 
434916 
412664 
414172 
409504 
439920 
418462 
442199 
406710 
433435 
415402 
448730 
433027 
449090 
439737 
403912 
423225 
458376 
429211 
452516 
418127 



L12535 

D14697 

NMJXW274 

AW979163 

AWB20035 

NMJJ03028 

AW4504B5 

AA810141 

NW.001982 

AJ271671 

AW732276 

BE394764 

AA532963 

AW630656 

BE397032 

AW084791 

M16038 

BE2B1591 

NM_005735 

8E387193 

RQ8S50 

R52518 

AJ22453B 

AW5136B4 

AK001777 

AW836306 



AK000461 

U8275B 

AA114O50 

BE267994 

BE282943 

L13210 



R28944 

D8D001 

X67241 

AW2B6454 

Z47055 

AA005159 

AW674193 

H16423 

AA084798 

A1815206 

AF161383 

AA421404 

AW954324 

AA304961 

N05430 

BE001596 



426194 
422129 
437651 
415173 
408201 
444758 
423323 
439720 



425907 



427640 
433233 
415897 
441321 
430940 
449954 



A1708347 
BE645277 
AA1646B7 
A9092983 
AF1W01B 
AK001735 
AI751438 

AA852604 

AB023179 

AF0526S3 

AA280722 

BE2439B2 

A1523B75 

T50B72 

AU076835 

BE560&72 

AW501735 

AKD00565 

AL044878 

A1951628 

AJ935202 

A1224455 

AA365752 

BE314534 

AF068293 

ABO40927 

At365603 

H17182 

AW503115 

AA641636 



Hs.75551 {loois!li*)N^012425:tomo sapiens Ras su 

Hs.77393 (kxmsirrttgNKU)02004:Homo sapiens fames 

Ks.8679 (locusInK)N(yL007274:Homo sapiens cytoso 

Hs.336881 Hs.33GB51:ESTs 

Rs.278679 NM_Q33274:Homo sepfens a dsintogrti end 

Hs.244542 Hs.244S42:Homo sapiens cDNA FU38906 fe 

Hs.4437 NMJJ00991:Homo sapiens rfbosomal protein 

Hs.192182 Hs.192iB2:ESTs 

Hs.199067 NMJ»1962:Homo sapiens v-er r>*2 erythrab 

Hs J854 NM_014437:Homo sapiens solute center fa 

Hs.95583 NM_012339:Homg sapiens transmembrane 4 s 

H5.78595 NM-(»2797:Homo sapiens proteasome (prcso 

H3.91 00 Ks.9100:liypoHieficat gene supported byA 

HS.B3363 NWU006406:Homo sapiens peroxiredoxfn 4 ( 

Hs.14466 MM_Q2fl230:Homo sapiens peter pan homo log 

Vte.133122 HsJ33122:hypcthBtel protein FU14524 

Hs.80887 Hs.80687^yes-1 Yemasuctii sarcoma viral 

Hs.106768 NMJJl8120:Homc sapiens hypothetical prot 

Hs.10706 NMJ05733:Honro sapiens ADP-rtbosyiaHon 

Hs.67B96 (locus?hk}NH.007346:Honn sapiens opfoU 

Ks.272044 Hs,272044:ESTs r WeaWy simitar to hypom 

rte J967 Hs.7967;E5Ts, WeaWy similar to extenstn 

Hs .50732 NM_005399:Horrio sapiens profain kinase, A 

Hs.7218 Hs.721 8:a»frJ-Coenzyrne A sy nfhetase 2 ( 

Hs.258551 N M_0 1 21 Q O.Hcxno a b p+e* s sspatyf urioop^p 

H&129B19 NM_01B344:Homo sapiens hypotnebcai prot 

Hs.21486 Hsi1486:3igna! trartsdticar and activator 

Hs.26690 NMJ) 1 782 9: Homo sapiens cat aye syndrome 

Hs.374973 ttoque«nk)NMj004697:Homo sapiens PRP4 p 

Hs.21161 0 N*U»1228;Homo sapiens caspase 8, apopto 

Hs.102419 rfe.102419^cfingerproteTn 

Hs.9234 NMJJ32635:Homo sapiens seven tararnambra 

Hs.79339 NMja05567:Homo sapiens lecHn, galactosl 

Hs,l83454 Hs.183454^omo sepfens cDNA FU14B83 fls 

Ha.180777 HG.1B0777:Homo sapiens mRNA; cDNA OKFZp5 

Hs.152629 Hs,152629:K?AA01 79 protein 

Hs.166994 Ha.1B6994J : ATtamor€uppresBorhomoto9 i 

Hs.24743 Hs^743J W othBbcal protein FU20171 

Hs.188489 Hb,18B489:EST* 

Hs.227152 NM_016391:Homo sapiens hypotfietfcal prot 

Hs.62665 Hs.B2B85:CD47 arifgen (Rh-rafefed arrtigg 

Hs.82646 NM_006145:Homo sapiens Dnal (Hsp40) homo 

Ks.100293 Hs.10Q293:CMInted r^acetylgiucosamkie [ 

Hs,284207 Hs,2842O7:hypo0»fcaJ ptofem BCC93515 

Hs.346868 NKL006824itoma sapiens EBNA1 binding pro 

Hs.75790 (lo:usftik}MM,002642;Homo sapiens phospK 

Hs.699 HsJ^pepfioyfpntfy! fsomerase B (cyclo 

Hjl26B433 NrvL016522:Homosap'en3 neurotrimfii(HNT) 

Hs^526S HB*5266Jnte9i1n,beta4 

Hs-372542 NM_OO4079:Homo sapiens etoposlde-lnduced 

Hs.104014 Hs.184014iibosoma! protein L31 

Hs.340959 rW.005726:Homo sapiens Ts trafisfation el 

Hs. 177576 Hs.l7757&manrttsyl (tfpha-1,3->^lycopro 

Hs^1894 Hb21B94:WAA1157 protein 

Hs279923 0oc^n^MJOl43G6:Korno sapiens pulatT 

Hs^2983 NM_p20121:Horr» sapiens UDf^lucose coram 

Hs.41271 Hs.41Z71:Homo sapiens mRNA full length i 

Hs.125359 NM_00B288:HomosaptensTh^1 oafl surfac 

Hs.9059 H^059:K1AA0962 protein 

Hs.198249 NM_C0526B:Homos5piBn5 gap Junction prot 

Hs^4758 Hs24758;Homo sapiens cDNA FU32068 hs, 

Hs.63532 (tocusllnk)NMJ»2389:Homo sapiens rnambra 

R45782:Ha61&rAdiA heart, dontech Horn 

Hs.2001 N M_001 061:Homo sapiens thromboxand A syn 

Hs.1478 NM.Q0O1 85:Homo sapiens senna (or cyriei 

Hs.13543 0«usCnk)KMJ45214:Horno sapiens tripar 

Hs.180059 Hs.180059:Homo sapiens cDMA FU31360 fis 

Hs.43654 NMJ«78a2:Komo sapterw cscoioM^ofuBcfn 

Hs.11899 NH_00D859:Homo sapiens 3-^Ty<iroxy-3^T^tfly 

Hs.127007 KMJW3740:Homo sapiens potassium channel 

Hs^l 181 Ha311 81 :Homo sapiens cDNA: FU23230 fls 

Hs.324507 Hs^24507*/pothetJcal protein FU20986 

Hs.1 55855 Hs.155965:ESTs 

Hs.168153 Hs J6B159.ttfunc&md apoptosls regutat 

Hs.180015 NM_001355:Homosap1ens D^opgchroma taut 

HSJ3018D4 Hs^01804:KlAA1 494 protein 

Hs.27969& Hs279596iDKFZP56GI1024protem 

Hs.7771 NM_007273:Homo sapiens represser of estr 

H 5^27823 NM_014287JHomo sapiens pM5 protein (PM5) 

HSJ7477 HsJ7477:EST3 1 Wea5dy similar ta T46220 
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427022 
410047 
400845 
419501 
418140 
422032 
41976B 
436673 
421140 
450126 
435018 
433061 
400276 
407338 
410240 
423880 
422093 
426680 
437672 



AW245839 Hs.173255 
A1167810 Hs.379753 



457329 
425437 
412627 



409531 
44B98B 
447627 
413846 
412969 
424967 
410600 
4514S2 
407844 
448752 
419235 
407754 
422282 
4141B1 
418669 
419444 
430250 
412760 
423013 
449703 
447402 
417BS6 
422051 
450507 
419757 



AW543822 

BE613B36 

M4769fi6 

T72104 

/TOQ1931 

AA29B741 

BE016138 

AW300887 

AW068033 

M7732J3 

AL157424 

BE278111 

H03117 

AA320160 

AW748265 

AA411607 

AI634860 

BE076537 

8E391959 

AW780199 

SE384319 

Y09763 

ARJ90922 

NWJJ15977 

AE373162 

AT024860 

AW575742 

BE5SOOG5 

AW073716 

AA593867 

AW47C411 

AA527348 

AF019225 

AK000476 

AW516565 

NKL002496 

NMJJ16929 

AW379030 

AW875443 

H61001 

H54520 

AA379770 

AW327546 

ALOS0373 

AA77362Q 

Al 376750 



430014 
4516S0 
446950 
444207 
417099 
445985 
425978 
422753 
449051 
450701 
412890 
415752 
427609 
450770 
419584 
450676 
417767 



H59354 
AW451469 
AA3058D0 
AI565004 



SE621600 



441026 
445033 
418476 
428157 
416176 
435026 
421917 
406621 
406196 
412600 
452806 
451356 
421643 



AtS2BS95 

AW9S1400 

H39S60 

T85247 

BE314524 

AK0CQ436 

AA019924 

AA013Q51 

AF189062 

BE242241 

AA224760 

BE545684 

AI333660 

AV652402 

U38945 

A!73B719 

AI80B527 

T08990 



X57809 

AU034546 

128824 

AW014549 

AA748418 

BE261170 



Hs.162961 

Hs,B3551 

Hs.110857 

Hs.93194 

Hs^5268 

Hs.102135 

Hs^4447 

HsJ26638 

Hs-295422 

Hs,22B0 

Hs£1202 

Hs-61289 

Hs.134200 

Hs.111497 

Hs.171811 

Hs.5741 

Hs.118964 

rte.369682 

Hs.169895 

Hs.74276 

Hs.30327 

Hs.54702 

Hs.22785 

HM52738 

Hs.285681 

Ks.75103 

Hs.153591 

Hs.351675 

Hs.26433 

H&6Q37 

H3^00642 

Hsl28B439 

H&268967 

Hs.1 14309 

Hsl75798 

Bs.90443 

H9L263021 

Ks.41324 

K&22209 

Hs.171802 

Hs351327 

Hs.82890 

H&1 11024 

H&25213 

Ks.63970 

H&57600 

rM2237 

Hil374303 

Ws.209990 

Hs,5672 

Hs.374416 

Hs,18612 

Hs.29444 

Hs.24983* 

HsJ575 

Hs.333526 

Hs.288467 

Hs,351875 

Hs.78776 

He.179791 

Hs.28803 

Hs.91417 

Hs.285976 

H8.62542 

Hs.153 

Hi3435fi6 

rte.17558 

Hs.72901 

Hs.1174 

Hs.198427 

HS.192B22 

Hs.4742 

Ks.t09445 

Rs,18112S 

K&43B27 

Ks.74161 

HSL5B373 

H^33366 

H&.10B357 



NM_C04596:Homo sapiens smalt nuclear rib 
Hs<379753:Horo sapiens cDMA FU33176 fis 

Hs.1S9951 £STs, Weakly similar to hypolh 
{locusHnk}NM_002403:Homo sapbns mlcrof 
NM_0 16310: Homo sapiens polymerase (RNA) 
Hs33194:apo!|poprotem M 
Hs-5268;zlnc finger, DHHC domain contain 
NM_0QB280:Ronio sapiens tfgnat sequence r 
(IocusM)NM_005Be6;Kcmo sapiens type I 
NM_C3l457:Homo sapisns membrane-spanning 
0ocusliflk)NMJ£5233:Homa sapiens nudeo 
NKL002350:Honw sapiens ribophorin ! (RPN 
rte.91202:Hbmoseptens cDNA FU2S946 fls, 
Hs.61289synaptojanin 2 
Ks.134200:DKFZP564Ct86 protafo 
Hs.111497;neuronaf protein 17.3 
NM-0D1625fflomo saptens adenylate kinase 
Kl^.01623ftHomo sapiens flavo hem o protein 
NML017660:Hojno captens hypothaBcal prot 
{(ocusSnk)NH_C16442:Homo sapbns type 1 
Hs-169895:uWqiiSn-«)njugaUng enzyme E 
Hs.74276:chlodde Intracellular channel 
NM^0036G8:Homo sapfens mitogen- activated 
(tocustink)N^L007255:Homo sapiens xylosy 
NM_021987:Homo sapiens gannma-amfeiobu^n 
WM_0160S0:Homo sapiens mitochondrial rib 
NM_032951:Hom<xsapJens Witflams Beuren a 
NM_0034C6:Homo sapiens tyrosine 3-monoox 
NM_005787:Homo sapiens Not56 (p. ma)ano0 
Hs J51676:Komo sapiens cDNA FU25921 fis 
NM_00iaS2ifono sapiens doltcfiyt-phosphat 
(locusllnklNM_005723;Homo sapiens tetras 
NKL024520ifomo sapiens KIAA1608 pitrtan 
NM_0l6522:Homo sapiens nauroirlmfn (HK7) 
Hs.28B967^fqmosaprenB 1 s&rilarto RiKEN 
PDcuB)WfeJNMJ»366J:Homo sapTens apdlp 
NM_Ol647D:Homo sapiens chromosome 20 ope 
AA229762jrc49fD1ii NCJjCGAPJW Homo sa 
NM,00249ftHomfl sapiens MADH<iehy*ogenas 
NMJW6829:Homo sapiens chloridB Intracd 
Hs41324:ESTs 

Hs.22209secrsted modular ceteium4jhdln 
rte.171802:Homo saptans, done JMAGE3856 
0ocuslh^NM.O1782&Homo sapiens hypoth 
Hs.B2fi9Qof ofcnder against ceft death 1 
(locusl Wgi^M_005S84:Homo eapicna solute 
NM_015677:Homo sapiens hypolheffcal prat 
Hs,6397ftJESTs 

N\L001283:Homo seplens adapfar-refated p 
NM_0D1852:Homo sapiens E2F transcription 
{locuslr^NM,144691:Homo sapiens hypotn 
Hs509990:ESTs 

(tocuslri)ONM_030799:Horno sapiens gtfgj 
Ks^744l6:EBTs 

Hs,18612Homo sapiens cDNA: FU21S09 ffe 
HsJ9444:pirtattve small membrane prote&i 
Hs^4983:hypomQtlcal protein from EUROi 
Hs,1 675wnaJI nuctear ribonudeoprotein 
NM_032339:Nomo sapiens hypothetical prot 
Hs^88457:Horno sapiens cDNA FU 12280 lis 
NM_004374:Homo sapiens cytochrome c odd 
NM_0t2342:Homo sapiens pofetive Iransmem 
NM_0178l7:Homossplens RAB20. member RAS 
Hs^880aESTs 

(TocusB[tk)^M.007027:Homo sapTens topo'e 
(focusHnlONMJD13384;Homo sapiens LAG1 1 
NM_00tB37:Homo sapiens acytoxyacyt hydro 
NM_Ofl0971:rtomo sapiens ribosomal protein 
H5^435ffi^QAA0251 pratsln 
Ha.l765B:Homo 8apfens» clone IMAG&40704 
NrVL076487:Homo sapiens cycDn-dependent 
NMJWQ077:Komo sapiens cycfln-depertdent 
NM_000189;Homo sapiens hexdclnasa 2 (HK2 
NM_030949:Homo sapiens protein phosphala 
Hs,4742;GPAA1P anchor attachment protein 
Hs.l09446%permethyfated in cancer 2 
Hs.181125:(mniunogk)bugn lambda locus 
NM_0QB943:rlonio saptens SRY {sex detsrmfn 
Hs.74101 spleen tyrosine kinase 
Hs.58373£STs 

te.3336&nypoihefcaJ praten FU11175 
NMJXJ7126:Homo sapiens vatosii«orrtaMii 

171 



262 

262 

281 

Z81 

281 

281 

281 

281 

Z81 

281 

2.81 

281 

2.81 

281 

2.60 

260 

280 

280 

280 

280 

280 

279 

279 

279 

279 

279 

279 

2.79 

279 

279 

2.79 

279 

279 

279 

278 

278 

278 

278 

Z78 

278 

278 

278 

Z78 

2.76 

278 

278 

279 

278 

277 

277 

277 

277 

2.77 

277 

277 

2.77 

277 

277 

277 

277 

277 

277 

276 

276 

276 

2.76 

276 

276 

2.76 

2.75 

275 

275 

275 

275 

275 

275 

275 

275 

275 

275 

275 

275 

274 



WO 03/042661 



PCT/US02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



423527 
426000 
441565 
450247 
422691 
440457 
422675 
428428 
423598 
42B297 
421921 
403217 
423671 
418733 
400276 
445084 
411872 
403483 
439119 
422009 
436995 
4OQ509 
429305 



AI2069S5 

R35145 

AW953575 

AF123303 

NMJJ03365 



BE0t6517 
AL037M4 
BE247800 
AA236291 
H83363 



Hs.105B61 

Hs,2919(W 

HsJ03125 

HSu247l3 

Hs.1 19251 

Hs.21321 

Hs.119t40 

Hs.104298 

Hs.377968 

Hs.183583 

Hs.365393 



453557 
446859 
424439 



428466 
445176 
438000 



AW860155 Hs.234101 

AA227714 Hs.374897 

Hs.488B 

H3B914 Ha.250048 

AW3273S6 Hs4091B 

AW963217 HbJR)3961 

AJ742B45 Hs.110713 

AJ160015 Hs.125489 

AF095727 Hs.2B7B32 

A1263736 Hs.145626 

AA622464 H 3^85995 

AI494299 Ks.1G297 

AA579535 hte.1770 

AL137723 Hs.5855 

AF151063 Hs.1B4456 

A1B78907 Hs.12379 



427782 
415169 
400277 



A1B2568Q 
W00482 



H&59B5 
Hjl2399 



445515 
416976 
441238 
420511 
424965 
421806 
412973 
410113 
413092 
447096 
450493 
413745 
450747 
436042 
432961 
431341 
408204 
416770 
447507 
424500 
414237 
400231 
431209 
444118 
424608 
418546 
440002 
449057 
432920 
450306 
429544 
428582 
445139 
453905 
418883 
420957 
418187 



433184 
455303 
4S25G0 
415410 
426432 
435049 



40B7B3 



AI956052 Hs.1 15960 

W42913 HsTSOBO 

Hs.2280 

A1908774 Hs.259785 

BE3B8665 Hs.179999 

BE243985 K3.80680 

AL372555 Hs.322456 

AF052692 Hs.98485 

AW956Z82 Ha,144509 

AKD001S7 Hs.108502 

L37368 Hs.76104 

AW996564 rfc25D824 

AA12GB5S hb.1 19565 

BE539199 Hs.62112 

M93716 Hs.166373 

AW247252 Hs.75514 

AJ064821 Hs.129953 

AF284422 Hs.1 191 78 

NMJDQ2733 Hs.3136 

AA307211 Hs.251531 

AA4545D1 H5.43606 

AW163570 H8.7976B 

H59B9B Hs.18747 

AF040704 Hs.149443 

BE53G554 H3L276270 

Hs.169476 

NMJHJ1533 Hs.Z730 

AA458542 Hs.10326 

X80695 Hs.151134 
AA224827 

AW769844 Hs.1 11222 

D31365 Hs.24220 

U37689 Hg.3128 

AL0800BO Hb.24766 

BE299343 Hs2430 

BE336699 Hs.185055 

AB037848 H3.12365 
WM.002314 Hs.36566 

BE3B703S Hs.1211 

X98743 Hs.100555 
NMJKM604 Hs*3734 

AW969543 Hs.144609 

AA147979 Hs.285005 
AW892048 

AI910B42 Hs.103381 

AF037332 HsJ27B569 

AF001601 H3.169857 

AL122087 Hs-4746 
NNL014072 Hs.25063 

AF019226 Hs.8036 

AF192522 Hs.47701 



(rocusllnk)NW^024712;Homo sapiens engulf 
Hs^91S04:ao»55Ofy protein BAP31 
Hs^0312S:p5S4nduced protein PIGPC1 
NU_013385:Homo sapiens hypothetical prot 
NM_003365:Honu> sapiens utiqitincVcytocfir 
(locusfeik]NMJ45B08:Homo sapiens granul 
NM_COi970;HofTO sapiens eifcaryoOc Iran 5 1 
MM_001799:HDnn? s^iena cydiiKtepaKfent 
MM.02040ftHomo sapiens G protein-coupled 
NMJH06&6:Homo sapiens serine (wcyste) 
NM_C12455;Homo sapiens tanatocase of in 

Hs.234101 :Homo sapiens, s5mfer to chol 
Hs.374897:Homo sapiens cDMA FU36674 fe 
NM.006513:Hofno sapiens seryWRMA synlhs 
H3^5084B:Hof7ia sapiens cDNA RJ14761 fe 
Hs.90918:chromosome 11 open reading tram 

H3.203961:ESTs. Weakly simfe* to hypolh 
NM_003472:Homo sapiens DEK oncogene (DNA 
Hs.125489:KlAA1951 protein 

Ks.287832:mydin protein zero-like 1 
Hs.145628:Homo sapiens, Slmllarto hypot 
NM_02495&Homo sapiens hypothetical prot 
NM_005694:Homo sapiens OOX17 homotog, cy 
HsJTTOiBgaset, DNA, ATP-dspemfant 
Hs£B55:Homo sapiens mRNA; cDNA DKFZp434 
NM_01 B486:Homo sapiens hypothec) prot 
N^001419-.Horno sapiens ElAV [embryonic I 
Hs.6985:Ran4dnasa Cdc42 effector prolef 
NM_004995:Homo sapiens matikmetdtopro 
NMJK403S:Horno sapiens hypothetical prat 
NM_004231:Homo sapiens ATPase, Hi- Iransp 
NMJ)029£0:Horno sapiens ribophorfn I (RPN 
Hs.259785KamWne paJrn&oyl transferase 
Hs.1 799&9:Horno sapiens, dona 1 WAGE: 3457 
HsmBO-^Tia|or vault protein 
NM_032039:Hcrmo sapiens hypothetical prot 
NM_024009:Homo sapiens gap junction prot 
KM_080652:Korno sapiens similar to KtKEK 
MM_0l76a8:Homo sapiens hypolheflcal prot 
Hs.75104*MA binding protein S1 r serine- 
Hs.250824:Honio sapiens cONA: FU23435 fi 
H5.118665£STs 

{focusfinkJNH_Q03457:Homo sapiens zbic f 
Hs.1 66373: nJtrtc oxide synthase 3 (endot 
NMJW0270;Honw sapiens niideosido phosph 
Hs.129953:Bring sarcoma breakpoint reglo 
(lccusln10MM_020246:Homo sapiens cation 
Hs.3136: protein kinase, AMP-actfyated, g 
HMJQ02769;Honu> sapiens pcoteasome {proso 
NM_0O7079:Komo sapiens protein tyrosine 
NRlL014740:Hofno sapiens WAA0111 gene pro 
NM_005B37:Homo sapiens POP7 {processbig 
(iocus5nk)K r M_Q07022:HDnKi sapiens putafi 
Hs^78270:unac6ve progesterone receptor 
NM_D02046:Homo sapiens ^yceraWehyde-3- 
K&2730:heterogBneous nuclear rihonudeo 
MM_P07263^Komo sapiens coatomer protein 
Hs.151134»Kfdas6 (cytochrome c] aseambl 
AA224B27:rw32fl04s5l NCLOBAPJ^ Homo sa 
Hs.111222Aypolheb*caI protein FU22875 
^ocusllnk)NMl01B479:Homo sapiens sooSn 
MMJn6Z32Jtomo sapiens polymerase (RNA) 
NMJD3075SHono sapiens thkwedwdn domai 
NM^005997iHoroo sapiens transcription fee 
Hs.t85055:BENE protein 
H3.1236S^nfiptotagrnln XI U 
MM_018735:HQmo sapiens UM doman kinase 
NMJK3161 1:Homo sapiens acid phosphatase 
Hs.10O555DEADm (Asp^Qu-Ala^p/His) b 
NM_0O46O4:Homo sapiens synteodn 4A (plac 
NM_Oe0652Homofiaplens similar to RIKEN 
NM_02O243:Homo sapiens Iranstocasa of ou 
BE066891:Plkl&GT033&2112B9OQZal2 HT033 
Hs.103381:ESTs, WeaHy similar to hypolh 
NM_0l4748;Hcxno sapiens KJAA0064gene pro 
NM_OOQQ05:Homo sapiens paraoxonass 2 (PO 
NM_021941:Homo sapiens hypothetical prtK 
NM_03l26&Homo sapiens PRO0461 protein { 
NM_C04283^omo sapiens RAB3D, mambBr RAS 
NM-013389:HomoBaplBiisNPC1 (Ntemann^o 
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415116 
425836 
419706 
410165 
410134 
430066 
425910 
427954 
439971 
43B449 



433387 
447191 
444099 
417821 
41852$ 
426025 
420187 
408150 
444395 
431222 
405780 
440705 
416526 
413995 



442110 
452B82 
406B62 
451295 
44842a 
426611 
426216 
407223 
427725 
420157 
426471 
451544 
413245 
415020 
437193 
416684 
410563 
436183 
441228 
432788 
432746 
450377 
434633 
424707 
427600 
446522 
43690$ 
410701 
410192 
40B716 
430908 
431074 
412867 
440624 
435868 
422672 
447528 
406774 
439755 
435311 



410678 
414639 
443217 
448749 
450009 
407687 
442232 
419625 
416114 
439437 
408452 
443142 
426152 



BE297567 

L38951 

K90727 

AA160363 

NNUN4071 

U73524 

BE580223 

U5B140 

A1929BS9 

AAB30797 

J03060 

W32474 

AK001333 

A1666379 

L76528 

MM_014521 

D87432 

BE245149 

AW005695 

AW138330 

AK0O1714 

BE620274 

N6614B 

X56777 

AA2933Q3 

AF03A962 

H61082 

BE048146 

AW513963 

AF11300a 

AW972990 

AWI5O907 

A1557212 

AF2B2874 

BE178Q5D 

N77630 

HS6850 

U66639 

AA857991 

X5734B 

AKO0M29 

BE244334 

BE249915 

BE259199 

U82S87 

BE379794 

AI146327 

BE563042 

AA521091 

AA564512 

AB033091 

Aiiasse? 

BE031914 

AW630918 

NM.003876 

H95090 

AF198620 

lfiyL00l9B3 

AW148546 

BE540665 

BE072772 

AU076861 

R71264 

AW181461 

X12784 

AA6120Z7 

AW518383 

AW746482 

W8S610 

AW578252 

BE54D516 



nuloows 

AW859679 

A1399947 

AK002TJ11 

AI357813 

U91616 

A1695549 

A120776B 

AA054S83 

AI696513 



Hs.27047 Hs.27047:hypoUieecrf protefn FU20392 

H&.1 B0446 HB.1fi0446^ryopherin (impcrtin) beta 1 

Hs.5123 Hs.5123:hypotheticrfpioteln BCO08246 

Hs_269956 Hs.26995fcESTs 

Hs.159613 NMJ)1407l:Homo aliens nurfear receotor 

Hs.87465 NMJM6831:Homi> sapiens A7P/GTP~Wnd1ng p 

HsJ1BS9 NKU)13258:Homo sapiens apoptosis^ssocla 

Hs^B927 (locu3linK)NM_002533:Homo sapiens nucfaa 

Hs.237825 Hs.237825:slgns] recognifcwi parade 72 

Hs.1 B4760 NM_005760:Homo sapiens CCAAT-boK-ttndlng 

Hs_247551 NM_p02455:Homo sapiens metffidn 1 (MTX1). 

Hs.301746 Vte.30l746:Romo sapiens cDNA f U37267 fc« 

Hs.6216 Hs.6216:DnaJ (Hsp40] homolog, subfamily 

Hs.1 10796 (locir8llrtk)NM_0201fiO:Homq> sap'ere SARI p 

H9J3250 NM_00002l:Homo sapiens pn-senTui 1 {Ate 

Hs.17867 pociBfinV)NM_014521:KomosBplens SH3<fo 

Hs.1 031 5 NM_0039B3:Homo sapens solute carrier fa 

Hs.82643 NM_002622:Homo sapiens protein tyrosine 

Hs.250897 Hs^OBWrnUMi»edoene 

Hs.1 7558 Hs.17558:Homo sapiens, clone 1MAGE40704 

Hs.95744 NM_O19O28:HomOE0pia ( iEhypotfieUcrfprat 

Ha.43112 Hs^311ZHamo sapiens mRKA; cONA DKFZp43 

Hs.1 1 125 (locusnnigNM_014041:Homo sapiens signal 

Hs*273790 Nf007155:Homo sapiens zona peflucWa g) 

H&.3S6342 Hs.356342:E$T8, Highly slmllarto 211320 

Hs.7381 HsJSaitvoirage-dapeiiEtent anion channel 

Hs.14743 Hs.14743£STs 

H&.75671 NMJXM603:Homo sapiens syntaxln 1A (fcrai 

Hs.39143 Hs39143.typolho8cfil protein MGC13125 

H3.6102 NfvL001023$lomo sapiens ribosoma? protein 

Hs.1 96270 NhL0307Ba.Homo sapiens folate transports 

Hs.356262 HgJ356262:ESTs r HlahJy8}maartDA31233 

Hs.17132 Hs.1713ZESTs 

Hs.21 201 NM_8l5480tHomo sa plans nectin 3 (DKFZP56 

Hs.1 71271 NM_001904:Homo sapiens catenln (cadhem 

Hs.13895 Ha.1389S:HomD sapiens cDNA FU11654 lis, 
H96&5O:yvf0ob12.s1 Scares melanocyte 2NbH 

Hs.1 80533 MM_00275&Homo salens rntogen-actrvated 

Hs.123106 Hs.12310&ES*s 

Hg.184510 Hs.18451ft3trath1n 

Hs.26570 NM_0178l4;Honx> sapiens hypoihefical pfot 

Hs.75249 Hs.75249tADP-flbosyiatton factor-lite 6 

Hs .293533 H? r 293533:Homo septefts cONA FU37093 fis 

Hs.2897Z1 Hs^8972lflrowtha^esl^pedncS 

Ks.87246 NM_014417:Homo sapiens B02 binding comp 

Hs.1 59651 NMJM4452:Homo sapiens tumor necrosis fa 

H5334802 {3oco3link}NM^024718:Homo sapiens hypoth 

Hs.118820 Hs.1iaa20Jiypothe1ical proteb B 0007882 

HS.17B499 Hs.178499*18PCa}63 protein 

Hs.372775 rb,372775:Homosapfens»cJono IMAG&3946 

Hs.355925 Hs^55925-jgAA1265 prote&i 

Hs.120915 Hs,12091&E8Ts 

Hs.10844 fe.10844:leudrfe*tch afpha-2-gfycoprotD 

Hs.1 79774 Hs.l79774tproteasome {prosome, macro pab 

Hs.1 5196 NM,003876:Homo eaplena putative receptor 

Hs.181244 Hs.1 ai244:ma]or hlstrxxxnpam^compl 

Hs.t0283 NM^005l05:Homo sapiens RMA Hndinrj motif 

Hs^9544 NM_001983:Homo sapiens excoten rep arc 

Hg % 169476 Hs.169476tal!^»raMehyo^phosphatedeh 

Hs^38990 NM_004064«omosapleiis cydlrHjependent 

Hsw6997 Hg.8997£ad1 unc-84 domrfn protein 1 

Ha.74637 Hs.74637:(estfe enhanced gene transcnpl 

Hs.1 B796 Hs.1 679B;HomD sapfens mRNA; cDWA OKFZp56 

Hs.1 11577 (lDcusUnk)NM.03092&Homo sapfenslnfeOT 

Hs.119129 NM_001845:Hamo sapiens coKa^en. type IV 

Hs.76277 Nf*J38391*Homo fflplans hypoMcat prat 

Hs.177592 Hs ,17759 2jjbosoTOl protein, rarge, P1 

Ha.77873 Hs.77873:B7 homolog 3 

Hs.185736 Hs.185736;ESTs 

Hs.1 905 61 Hs.l901B1±R8proiefn 

Hs.378625 Hs.378825:Homo sapiens cOKA FU37850 fls 

Hs.77462 (tocusGnkJNM_001379:Homo sapiens DMA (c 

Ha .9078 Hs . 9 078: Irrjn ature colon carcmoroa transcr 

Hs.21902 Hs.21902:Horno sapfens clone 25237 mRNAs 

HS.1G648B Hs.1664B&Homo sapiens cDNA FU1 1432 fis 

Ks37558 Kt»U«8339:Homo sapiens hypoU^ra^ prol 

Hs^37460 Hs.337460:E5Ts l HfeWy similar to HYH»_H 

Hs.1 82885 NW,004556:Honu> sapiens miclearfactor of 

rfa.18386S HsLl8386ftaluajron{dase t tela 

Hs.343S23 Hs. 343628 BteJyJiransfa rase 4B (beta-grf 

Hg ^22728 Hs.22272aHomo sapfens cDWA FU39004 fis 

Hs.1 06705 Ks.lOfl705?roteln phosphatase 2 (formed 

Hs.1 67245 Hs.1B7245iP450 (cytochrome) ooddoreducla 
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HS^i24051 


448633 


AA31142S 


Hs.21835 


416076 


AL034349 


Hs.79005 


426044 


AA093322 


Hs.301404 


451564 


MI076690 


Hs.132760 




AF041429 


H5JJB4265 




AA313607 


Hs.56533 




S62907 


H8.B1343 




BE250564 


Hs.289655 




W917771 


Hs.61790 


423720 


AL044191 


H6J3388 


400237 




Hs.83347 


420B56 


BE513294 


He.205736 


421541 


NMOQ3942 Hs.105584 


434848 


BE2S6304 


Hs.32148 


424488 


AK0G0413 


Hs.149227 


449089 


D78850 


Ks.250465 


430053 


AF052155 


Hs.227949 


437469 


AW753112 


H5.15514 


407755 


AI151353 


Hs.29742 


446673 


NRJU01B361 


H5,15871 


411766 


AA399571 


Hs.71969 


415198 


AWD09480 


Hs.943 


436495 


BE258948 


H8.290874 



KM_003816cNonFU> sapiens a dlslaiegrfei and 
Hs.77676:hypotheflcaJ flene MGC19595 
Hs .256301 :hypothetica] protein WGC13170 

NM_023943:HQmo sapiens hypothetic^ prot 
Hs.374481:ESTs p Weakly stmllar to T34549 
N^L0029B4:Homo aapiraia small Enduci We c 
Hs.1D3180-J}C2 proteiii 
Hs.15119:K1AA1361 protein 
NM_022484:Homo saptere hypgtharica] prat 
Hs.l70561:EST& 

(Iocualink)MM_0t22a0:HomosfipIe ns FtsJ h 
Hs.BSOS-fSTs, WeaWy slmiar to C3HU com 
NMjD31692ttomo sapiens SH^domaTn Mnase 
H^l57l45^etai^lmstrareporter-lilifl 
tlocusf nk)NM _0Q4O69:Homo sapiens ad^rto 
Hs55597:etongaHon of very long chain f 
Hs.193063:Kemo salens cDNA FU14201 fia 
H344095:cycTm M3 

NMJ)24665:Homa sapiens mid ear receptor 
{tocusllnigNM.024647:Momo sapiens mi dec 
Ha572393hc 5ngar, DHHC demab contai 
NM_00l521;Homo sapiens general transcrip 
0ocusllnk}NMjO25259:Homo sapiens chromo 
Hs.284275:p21 (COKN1A>aflh'vated kinase 
Hs.7530fteticafyoflc transition etongaU 
NMJ016641dtomo sapiens membrane Interact 
MM_01B43ftHomo sapiens Down syndrome cd 
NfcLOlSSSaHomo sapiens eNOS Interacting 
tlocuslbk}NM_004$6B:Homg sapiens serfeie 
NM_P0S541 ;Homo sapiens bios'rtol polypnos 
Hs^lfec&n, gaJactoslde-bindlng, sohr 
Hs J73135:duakpecnlc?ty tyrostne-(Y)- 
NMJ)l5917^Qmo sapiens gkilaOuone S-tra 
r^1_00585l:Homo sapiens tumor suppressor . 
(locu5llnk)NMJQ21 959:Hbmo sapiens prdel 
NH_020441:Horrra sapiens caroffti, sctrvbl 
NM_03355O:Homa sapiens chromosoma 20 ope 



Ksv374897^omo sapiens cDNA FU3B374 Es 
Hs.78452adin>cararfamEy 20{phosp 
HsJ?1432:8EXgene 

Hs.10803:ca1ckimand fntegrlnbintfina 1 
Ms.99B5S^ibosamal prateVi L7a 
(locusfink)NM_00531 0:Homo sapiens growth 
Hs^799QmD009 protein 
(kxtisfeikJNMJXJ7363:HoTno sapiens rvon-PO 
Hs.145279:8ET IranstocaOon (myelokl leu 
HG.35239Z-maJor WstocompaQbBty corrrpi 
NMJX)179&Homo sapiens cycrn-dependent 
Ha.27180a:Homo sapcens cDNA FU3B018 lis 
NM-032824ilomo sapiens hypothetical prot 

Hs202093:ESTs 

NMJD02355:Homo sapiens mannose-6-pliospna 
NM_OD1946:Homo sapiens dual specificity 
Hs.133100:ESTs 

Hs^9892:ESTs. WaaMyslrrflartoa^haS 
0ocusrBik)NMJX)6G63:Homo sapiens RelA^a 
NMJMIOTWorno sapfens lubu^n, gamma 1 
NMJ»2B44*tamo sapiens prote'm tyrosine 
NH_006743;Homo sapiens RNA Undbg motif 
{locus9n14NMJ)01467:Honu> sapiens glucos 
(locusmk)NkL145169:Homo sapiens BlmJta 
Hs^8633;Ktomo sapfens cO MA: FU22145 (is 
NMjD00807:Komo sapiens gamma-amfnobuty rl 
Hs.2a3655:tysoph05phofpase II 
(k»us&nigNMj024^6:HomQ sapiens Import 
r$030ai7:Homo sapiens hypothetical prot 
NM.001087SHomo sapiens angFo-assoclalad, 
Hs.205736:KlAA197« protein 
Hs.105S84a!bosoma] protein S6 kinasa, 9 
N^_018445:Homo sapiens AIMH 5 protein (L 
[locusllny0NH.O17806:Homo saptens hypoth 
Hs^fi046fi:Hamo saptans rnRNA; cDNA DKFZp4 
KM_030673tHomo sapfens SEC13fl« 1 (S. . 
Hs,15514:hypiJtfiefcal protein MGC3260 
Hs.29742:Homo sapiens cDNA FU92147 lis. 
NMJ016361:Homo saptans LPAP for lysophos 
Hs.7196aHomo sapiens mRNA; cDNA DKFZpQS 
Hs443:natura! killer cell transcript 4 
HsJ290B74:Homo sapians, clone MGCi319S4 

174 



2.61 
2.61 
£61 
Z01 
Z61 
Z61 
Z61 
2.61 
2.61 
ZW 
260 
Z60 
260 
2j60 
Z60 
2.60 
2.59 
2.59 
259 
259 
259 
259 
259 
259 
2.59 
2.59 
259 
259 
259 
269 
259 
259 
2.S9 
259 
259 
259 
269 
2E8 
2.56 
2.58 
258 
258 
258 
268 
256 
25B 
257 
257 
257 
257 
267 
257 
257 
257 
257 
257 
257 
256 
266 
256 
256 
256 
256 
2.56 
256 
255 
255 
255 
265 
255 
255 
255 
255 
255 
255 
255 
2.55 
255 
255 
255 
255 
265 
255 



WO 03/042661 



417785 X59812 Hs.62568 

443358 H65417 Hs.177S7 
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NM_0007S4iHomn sapiens cytochrome P450, 
(locu6frk}NM_021 622:Homo sapiens pfecks 
Ha^mATPase, Class VI, type 11 A 
NM_Q05053:Horra sapiens RAD23 hotnolog A ( 
Hs,280858:Homo sapiens cDNA FU32370 fa 
HsJ5354:GCNt general control of amlno-d 
Rs*1904:pfotern ttnass £ iota 
Hs.14S305:hypoMcal protein MGC2603 
NMJM0956:Homo sapiens prostaglandin E r 
OocusJink)NM_004555:Htomg sapiens nuctea 
Hs.3371 9:Homo sapiens, similar to data s 
NM_QQ3Q72:Bomo sapiens 8WI/BNF related, 

Hs.239928:stefc4-C4-m9lhyl ondase-like 
Nr*j013330*lorT» sapiens NME7{NME7), mRNA 
H 5^0 1872; hypo thoM protein MGC4840 
MM_030574:Homo sapiens solute carrier fa 
Rs.529frHomo sapiens mRNA; eDN A DKFZp434 
Hs.1499573flx»oma( protein S3 kinase, 9 
ll5.11355%mopotefln 
HsJia666:hypothetfcal protein PP591 
Hs.297007:Homo sapiens cONA RJ32174 fts 
NM_024099:Homo sapiens hypottefcal prot 
NM_001338:Homo sapiens coxsackio virus b 
NVL0Q6854:Homo sapiens KDEL(Ly&Asp^u 
NM_006219:Homo sapiens prwsphrinositidB- 
Ks. 29826 2:r5xi3om?J protein SI 9 

(locuslrtik)NNL002093:Homo sapors glycog 
HsJ13503:ESTs 

Hs.1 99067: wW)2 eryfiiroWaste leufcem 
NM_OD3749:Homo sapiens fnsuUn receptor 
Hs.246374;Komo sapiens cDNA FU312S0 fls 
NM_003249J4omo sapiens thlrnet cUgopepfl 

Hs.25630t:hypottieffcal protefn MGC13170 
rte.H7865soJute carrier tamly 17 [anlo 
Hs.355460:Homo sapiens cDNAj FU21763 If 
{lociisJink]NM_017961:Ho mo sapiens hypoth 
KM_004990:Homo sapiens meUiiornne-tRNAs 
Hs.B9499:arachiiionate S-lpoxygenase 
NMJH2433:Homo sapiens spacing factor 3 
Ha. 279764 :prohctin regulatory element b 
NMJD30577:Homo saplans hypctnetica! prot 
(locosflnlt}MhU)05435:HQnTO sapiens Rho gu 
NM_P8091G iHomo sapiens deoxyguannalna Id 
NMjM5945:Homp sapiens ovarian cancer cv 
NMUM31 68:Honio sapiens suppressor of Ty 
Hafl8B1 :Homo sapiens cONA FU321 63 fis. 
NM_014585:Homo sapiens sdi^s carrier fa 
(locusfinX)NM_02fi 092: Homo sapiens hypolh 
Hs.26Q62Ztiityrate4ndticQd transcript 1 
{tocuslink}J^M^003718:Horro sapiens eel d 
lloc^nk)Nr^JW634ttHofno sapiens htetid 
pocusIn»QNM_002122:Homo8apfen3 major 
Hs.83724:hypdheflcrf protan MGC5468 
Hs,40479^onao3apfens cDNA FU25B02 fe, 
HsL93632:fXita1ive membrane protein 
NMJ11 3336:Hwno sapiens protein transport 
(locoslnlON^LDD6201^oiiio sapiens PCTAJR 
NMjD04381^Homo sapiens cAMP responsive e 
NM_003651:Bomo sapiens cold shock domain 
rfe.194639qporymefase [RNA) II (DNA dlrac 
NM_006730:Homo sapiens tteaxyribonucteaso 
NhL0069233larn9 sapiens stromal cefl-deri 
NM_0Q 2743: Homo sapiens protein kinase C 
NM^002224:Homo sapiens bosltol 1 r 4,5-tr 
N*Cp1 5959:Homo sapiens CG[-31 proteii (L 
H5.5074aHomo sapiens mRNA; cONA DKFZp78 
NW_O0S401:Homo saplsm acfrJc (leucfaie-r 

Hs.170414rpa'rcd basic amino add cleavl 
Hs.24937.iran£forTner-2 alpha (htra-2 arp 
NNL02041 aHamo sapiens CGH52 protein ( 
(lociislink)NM_aia234:Honio sapiens duduQ 
hk288988:RAB22A, member RAS oncogene fa 
0DCUs¥n10NM-012299:Hoino sapiens Kefch- 
Hs.l4252B£8Ts 

(tociisllnk)NM_032121 :Homo sapiens hypoth 

Oooisfln^NMjD2t159:RomDssplBTis RAP1, 
AA87646&oe4Bbn43l NO_CGAP_Pi25 Hamo s 
NMJ303492^1orno sapiens chromosome X open 
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432975 AA331517 H8.2B605S 

430600 AWB50967 Ha,Z74348 

407584 W25945 Hs.8173 

TABLE 9B 



Hs.286055xhhnerin (chfrraerin) 2 
NM_0O4639;Koroo sapiens HLA-B associated 
Hsal73:hypothelical protein FLJ106O3 



Z50 
250 



Pkey: Unique Eos probessl idenfifier number 
CAT number Gene cluster number 
Accession: Genbank accession numbers 



Pkey 



452093 
451129 
459305 
448489 
418869 
416546 
455303 
406860 

TABLE 9C 



CAT Number Accession 

0J> M18728 

161393J BG02634S BF772844 K83066 AW817969 H909B5 BF755039 AI85B183 

1495511 _1 BE072831 AT762181 BE072&45 

223120.-4 AW578452 

2189115J R4S782R45781 

127B9J4 AA2297B2AA230O35 

242836J T59708 AA224827 T58843 BEt56903 

1152492J BE0&8891 BE066895 AW8S2049 BE066897 BE903B84 

Q_0 AA87S469 



Pkey: Unique number correapondng to an Eos pre besot 

Ref. Sequence source. The 7 digit n umfcera in this column are Genbank tdenlifier (61) numbers. Dunham I et al ." refers to the publication entitled The ONA 

sequenceofhumancTvorrioscnie22." Dunham I. eteL, Nature {1999)402:489495, 
Strand: Indicates DNA strand from which axons were predicted. 

NLposffion: Indicates nucleotide positions of predicted exons. \ 



Pkey 


Ref 


Strand 


NLposlHon 


406399 


9256288 


Minus 


63446-63554 


403220 


7630989 


Plus 


64338-64517 


4Q321B 


7630969 


Phis 


55039-58149 


403221 


7630969 


Plus 


66294-66438,66936^67124 


403219 


7630989 


Plus 


61658-81995 


403739 


7630882 


Ptus 


4456344765,48209-48483,5225532495 


405484 


6922025 


Plus 


199214-199579,199672-199920,200262-20049 


405556 


1552511 


Plus 


163497-1 63823,1 64715-1 64958. 165369-1 6550 


400529 


979698B 


Plus 


138232-133423 


404826 


65721B4 


Plus 


47726-40046 


400750 


8119067 


PIUS 


198991-199168,199316-199548 


400847 


9188605 


Plus 


44643-44335 


400448 


9567667 


Minus 


177372-177674 


402829 


8918414 


Plus 


101532-101852,102006-102263 


400646 


9188605 


Plus 


39310-39474 


40117S 


9438647 


Plus 


113477-113893 


404240 


5002624 


Minus 


116133-116407,1 16653-116922 


402260 


3399665 


Minus 


113765-113910,115853-115765,116808-11694 


406363 


9256114 


Plus 


14403-14602.1700M7147.17241-17368 


405203 


7230116 


Plus 


125295-125463 


402104 


8119072 


Plus 


122409*122600 


403912 


7710730 


Minus 


72000-72290t72431-7270a7292973199 


400645 


9188605 


Plus 


34428-34612 


403217 


7630969 


Plus 


6408^4163^5427-55623 


403483 


996616B 


Minus 


144546-144854 


400509 


9796539 


Minus 


157909*158430 


403399 


6664178 


Ptus 


61641-82145,62367-62756 


400541 


7574902 


Ptus 


126235-126380,125478-126597 


402861 


2814366 


Minus 


14933-16231,15387-15627 


403955 


7770475 


Minus 


54527-54740 


404654 


7143420 


Ptus 


14260-14537 


404140 


9643520 


Ptus 


37761-3B147 


401061 


3242744 


Mfcius 


9946&S9549,100707-100848,lOW18-1(m07, 


401353 


9931296 


Minus 


50831-51352 



Table 1QA lists about 1,103 genes up-regulated In colon cancer compared to normal adult issues excluding nan- maligna^ coton tissues (wticfe colon and colon epOherfum)» These 
were selected from Vie starling collection of 59680 pro besets on the A%matrWEos-Hu03 Gene Chip* array as follows: (he ratio of "average" colon to 'average* normal adult tissues 
was greatof Bianorequat to 25. the 'average' colon level was set to the 90th percentile value amongst coton primary cancer specimens and colon Ever derived metateses. the 
"average" normal adult tissue level was set to the Bah pBicentNe value amongst non-mafignsnt tissues minus the colonic derived samples, the "average" colon value was greater than 
or equal to 50 units. In order to remove gene-specific background levels of non-specific hybridization, the 15th percentile value amongst the over non-maJIgnant tissues was 
subtracted from both the numerator and the denominator before the ratio was evaluated. 

TABLE 10A: 1,103 genes up-regulated In colon cancer compared to normat adult tissues exriudmg rwn-maTignsnt colon tissues (whole colon and colon epithelium) 

Pkey: Unique Eos prebeset identifier number 

ExAccnc Exer^ar Accession number, Genbank accession number 

UnlgenalD: Unigene number 

Unujane TUkcUnlgene gene Bffe 

ftl: R&fb el tumor to normat aduH tissues 
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Pfcey ExAccn UntgenelD UnigenaTilie 
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407243 
436217 
423371 
430178 
423673 
447400 
409663 
431777 
450685 
427583 



436749 AA594690 H 5,5302 NM_M6149:Hcmo sapiens tecffci. galactose 15.54 

428934 AF039401 Hs.194659 NMJ»1285:Hcmo sapiens chbride channel, 14-52 

446787 U67167 Kg.315 NNL0Q2457:Homo sapfens mucin 2, mtesfin 14.04 

431912 AJ66D552 Bs.356183 Ha356l83:ESTs, Weakly simlar to S3B4_H 14.02 

423541 AA29S922 HS.12977B MM_014471:Homo sapiens serine protease i 13.72 

40B6S0 M29540 Hs.220529 (loG3sllnigNM^fl04363:HOTia sapiens carcm 13^44 

418406 X73901 Hs.S4905 Hs,349G5xytokerafin 20 12.70 

406657 M12S23 12.42 

41676B AA363733 H&.1032 Nr4_006507:Homo sapiens regenerating tele 11.98 

437335 AW939591 H&J940 NKL033049^omo sapiens much 13, eprlhel 1153 

422578 AF239666 Hs_1545 NMJK)1504:rlomo sapiens caudal type homeo 11.50 

418B8B AU076801 Ks.8d43G NM_0040B3:Homo sapiens cadherin 17, LI c 10.16 

418007 M13509 Ks.83169 NM_D02421:Hofno sapiens matrix metaltopro 10.11 

422260 AA315993 H3.1054B4 NWL032044:Bomo sapiens regenerate^ gene 10.01 

421582 AI&10275 Hs.350470 NM_003225:Homo sapkns trefoil fector 1 9.77 

441031 AM1G6B4 HsJ645 ' NM_005l41:Homo sapiens fibrinogen, B bet 9.69 

424212 NWJJ05814 Hs.143131 NML005814:Homo sapiens glycoprotein A33 9.48 

X02544 H&572 Hs.572»ro5omucotd 1 9.20 

HsJ4466 {Iocus«nk}WM_OQ5B90:Hon(w sapiens carcfn 9.18 

Hs.107 NH.004467:Homo sapiens fibrin ogen-Jfce 1 9.04 

Hs.1650 Nf^000111:Kofnossi^nssolutBoarriarfa &89 

Hs.152475 Hs.152475:ESTs 8.51 

Hs.1695 NMJH)2426:Borno sapiens matrix metallopro 8.43 

Hs.18457 NMJ517763:Homos^lBnshwoiheasalpml 8.17 

Hs.711 NMJM1926:Homo sapiens defensln, efpha6 8.12 

H&307047 NMJH257B-.Homo sapiens ceton and small I &03 

Hs,423 NM_l36338;Homo sapiens paflcreatftfs-aaso 8.05 

Hs.179704 NM_005588:Homo sapiens meprtn \ alpha { 7.95 

He.351719 MM_001443:Homo sapiens fatty add Nndln 7.74 

Hs.G3267 NM_C01 2 t&Bomo sspfens carbonic anhydras 7.46 

Hs.75498 NMJKM591;Homo sapiens small Inducible c 7.41 

Hs.18441 1 NkUX)M77:Homo sapiens albumin [ALB), mR 7.40 

Hs.73849 NMJW0Q40:Homo sapiens apclpoproteto O 7.34 

7.31 

Hs.93002 Ha.93»2:ubkFiib'n-con>jgating enzyme E2 7.31 

Hs.74466 (lc^Ink)NM^O06B80:Horno sapfens csrcln 7,28 

Hs.75990 N\L005143:HoTno sapiens haptoglobin (HP), 7.2t 

7.1B 

Hs.75431 ' NM_000509:Homo sapiens fibrinogen, garnma 7.13 

H&346935 NKt000613:Hgmo sapiens hemopeato (HPX), 7.10 

Ks.76177 NM_001533HQrno sapiens alpha-1-microglob 7.02 

Hs.86327 Hs.66327:homeoboxB9 6.83 

Hs.1 16467 NML032391:Homo sapiens small nuclear pro 6.81 

Hs.352054 Hs,352054^regr»ancy specific beb-1-glyc 6.76 

Hs.146268 Hs.146268£STs.WeaMyslmlarteC7l400 6.63 

H&362915 HsJ62915:Horno sapiens cONA FU34876 fis 6.37 

Hs£0061 Hs50061:K!AA1199 protein &33 

HS.1609B NMjD20384^gnn} sapiens claxffn 2 (ODW2] 6.19 

Hs.120879 Hs.1 20879:Hamo sapiens, dona MGC32B71 6.19 

Hs.109 NNL00441 3:Homo sapiens dlpepUdase 1 [re 6.01 

Hs.285579 NM_Q02644:Homo sapiens pdymeric immunog 6.00 

Hs.237858 Ks.237658:apc lipoprotein A-lt 557 

Hs.75599 (locusl!n^NhL000488^Dmo sapiens serine 6.94 

H&273321 NMJ»54ia-.Homo sapiens dfferenflaJfy ex 5.94 

Hs.184507 Hs.1 84507: Homo sapiens, similar to Homol 5.90 

Hs.1334 NM_00ra75iHcmosepteiwv^brnyatobksto 6.69 

Hs.61311 Ha.61311:£STs, Weakly BfcnBarto 810590 5.69 

Hs.162031 Hs.162031:ESTs 5.65 

Hs.374281 r^L007329jhtomo ssplens detatad k malign 6.64 

Hs.300268 Ha300268:E8T 5.75 

Hs.157601 Hs.l57601:ESTs 5.69 

Hs.71779 Hs.71779:ESTs. Weekly similar to S24CLAR 5.69 

fle^ink}NMJ302483:Horno sapiens carctn 5-55 

Hs.192927 NH.017726:Homo sapiens protein phosphate 5.48 

Hs.333893 Hs.333893:cell oTvisbi cycle associated BA5 

Hs.60813 MM_0l7B25;Hmx) sapiens Ihlelecbn [ITLNj 6.44 

Hs^6723 Hs,36723:ESTs. WeaWy similar to C05G5.5 6.38 

Hs^37534 HsJ37534:Homo saptens cWJA FU25241 €s 5.38 

Hs.127337 (loctisrrnk)NM_004655:Homo sapiens ami 2 5^3 

Hs.16644 HS.18B44E8TS 5^7 

Hs.2267 NM_000638:Komo58p}ans vitronectin (seni 5.35 

422956 BE54S072 Hs.1 22579 (locusln^NMJUQOgaiHomo sapiens epllhe 5.34 

424326 NMJ014479 Hs.1 45295 M\LP^447gj-torno sapiens ADAM-ika, decysi 5.30 

450543 AJ394037 Hs.1 70295 Hs.170296cHomo sapfens cOMA:FU22090fi 5.30 

42B187 ABB7303 Hs5B5529 H3j5iB5529:G proteln-ccupJod receptor 49 5.30 

435538 AB011540 H&4930 Hs.4930:low dcisrly lipoprotan receptor 5.28 

411825 AK000334 Hs^52415 NM_017767^omo sapiens sduta carrier fa 5l28 

427722 AK0D0123 Hs.180479 NOl767l:HcnwsBparacrnrnosoine20ope 5.26 

430569 AF241254 Hs.1 78098 NM^021604:Homo sapfens angtotensln I con 5.26 

414816 Y13709 Hs.77399 r^00l26&Horno sapiens caudaT type homeo 5.21 

430677 226317 Hs.359784 NMjQ01943:Homo sapiens desmogjeln 2 (DSG 5.16 
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4104O7 
413719 
407007 
412374 
407244 
419741 
406741 
414386 
404519 
413565 
4222B1 
414463 
430526 
4339Z7 
406687 
423538 
434206 
409041 
432S42 
422664 
436330 
4219G4 
430272 
413681 
420023 
428470 
420802 
452304 
4317Z7 
421341 
432023 
447033 
411734 



426753 
443247 
409153 
449386 
42A046 
433013 
419079 
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HM_004413 

X73079 

XD4693 

LD0190 

AF097021 

AC0O23O1 

U22376 

AA026386 

AW293464 

AJ243212 

AW273128 

A1357412 

AW374954 
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AW939252 

BE614337 
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AW014836 
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447208 


BE315291 


Hs .237971 


430207 


AW079559 


Hs.1 52258 


417491 


AW376842 


Hs.10B5 


421379 


Y15221 


Hs.103982 


447342 


A1199268 


Hs.19322 


452194 


A1634413 


Ks.373599 


421907 


BE01855S 


H3.1Q9358 


408399 






403220 






408390 


AF123050 


Hg.44532 


415214 


AM45236 


Ha.125124 


431330 


X69532 


Hs.2777 


420344 


BE453721 


Ks.97101 


452594 


AU076405 


Hs.29961 


441377 


BE218239 


Hg.202656 


444666 


BE293347 


Hs.11638 


415701 


NMJJQ3S78 


Hs.78619 


419354 


M62833 


Ka.1252 


455630 


AV655701 


KS.751B3 


422310 


AA316622 


Hs.98370 


423337 


NM_004S55 


Hs.127337 


422330 


D30783 


Hs, 115263 


408906 


BE296227 


Hs.250622 


423936 


U77629 


Hs.135639 


404661 






409704 


AA056635 


Hs.5366 


420005 


AW271106 


Hs.1 33294 


451035 


AU076765 


Hs.430 


427506 


AK000134 


Hs.179100 


423445 


NM.014324 


Hs.1 26749 


453854 


AA355925 


Hs.36232 


431301 


AA502384 


Hs.151529 


4O0963 


NM_00D492 


Hs.663 


449032 


AA045573 


Hs.22900 


434540 


NNL016045 


Hs.3945 


407242 


M18728 




455746 


A1361530 


Hs.371132 


40029B 


AI745325 


Hs-271923 


424273 


W4O460 


Hs. 144442 


411975 


AJ91605B 


H^1445B3 


425371 


049441 


Hs.155961 


451917 


AW391351 


H5w50820 


432867 


AW016935 


Hs.233364 


419559 


Y07828 


Hs.91096 


430294 


A153B226 


Hs.32976 


411248 


AA551538 


Hs.69321 


402496 






430937 


X53463 


H9JZ704 


434414 


AI790376 




443426 


AF09815B 


Hs.9329 


422539 


AJ009936 


Hs.118138 


435972 


AA264679 


H £.25640 


450531 


AW301032 


H 5^038 00 


403055 






414609 


AJ434699 


Hs.77356 


400965 






430204 


AA616335 


Hs.356654 


432978 


AF1 20743 


HS.2793B4 


417931 


W95542 


H&82961 


430832 


AJ073913 


Hs.100586 


408482 


WM.000576 


H645743 


422487 


AJ01D901 


H8.188267 


414617 


AI339520 


Hs.268817 


452940 


AA029722 


Hs.2173 


439211 


AJ890347 


Hs.271923 


459299 


BE094291 


Hs.155651 


449720 


AA311152 


Hs.28H70B 


411142 


NM_014256 


Hs.69009 


421777 


BE5S20S8 


Ks.108196 


419305 


BE268326 


Hs.90280 


443211 


AI128366 


Hs.143555 


403216 






430603 


M148164 


Ks.247280 


409757 


NNL001896 


Hs.123114 


426227 


U67056 


Hs.154299 


421408 


AI688223 


Hs.91096 


421100 


AW351B39 


Hs.124660 


440669 


NMJM4297 


Hs.7486 


414075 


U11662 


HSJ5741 


444151 


AW9f72917 


HB.12B749 


440409 


AW294316 


Hs.125808 


445564 


AB028957 


Hs.12696 


4246B7 


J0507O 


Hs.151738 



NM_O24096sHomo sapiens hypolhe&cal prot 
Hs.152258£STs 

NM_004863iHomosEplQnfi gUanyiate cyclase 
NM_005409:Komo sapiens small induclMa c 
Hs.19322:Homo sapiens, Simla/ to RIKEN 
Hs.373599£ST 

Hs.lOMSfcATPase, Class V r type 10B 



NM„006396:Homossplens ubjquffin O <UBD) 
NMJM4442;Homo8Epfen5 EphB2 (EPHB2), ir 
NMJX)22l5:H«iW3Bptenslnter-aIpria (gtob 
NM_014373:HomosBpien5 putative G profel 
Hs.293atwlute cart* family 26 (sulfa 
Hs.202656:£ST3 

0ocus1lnk)NM^Q16234:HomQ sapiens falfy- 
flDcu3]lnk)NM_003a78:Homo sapiens garnma- 
NM_00D(H2^wno sapiens qpolpcproteto H 
NMJX)Q773:Honio sepfens cytochrome P450. 
Oxasllnk)NM_030622;Homo sapiens cytoch 
NM_Q04655;Honio sapiens axin 2 {conductin 
NM_001432:Homo sapiens eprregulin (EREG) 
(locu6llnk]NM_003l£8;Homo saptens serine 
NAU»5170floniosaptens£ 



NM^139053^omo sapiens epidermal growth 
Hs.133294£STs 

NM^0O267O:Hbnu5 sapiens plasUn 1 (I Isof 
NM_017676:Koniosapens hypothetical prot 
NU_p14324:Homo sapiens dpba^rolhytecyi 
NhLQ21067:Honni sapiens KIAA0186qshq pro 
Hs.15152&£8Ts 

NM_000492:Hofno sapiens cystic fforosls t 
NM_Q04289:KomQ sapiens nuclear factor [e 
NMJ)16045:Honu>SBprens chromosome 20 gpe 
{rocusllnk)Nr^002463:Homo sapiens carrin 
Hs.371132£STs 

Hs.Z7l923tfamo sapiens cONA: FU22785 ti 
NM_003561:Komossp1ans phospholipasa A2, 
Ha.144583:Hcrno salens, ctonelMAGE:3462 
Nr\L005B23:Bomo saptens mesothdin (M5LN) 
HBi0820:hypotfrat]cat canJiadskdetal m - 
Hs.233364:E6Ts 

NMJW7028:HorTW) saptens tripartite moflf- 
{tocusflr*}NMJ004485:Homo sapiens giranin 
Hs£9321:KlAA1359 protein 

NM_002083:Homo saptens gfataihroriB perox 
API 34163: Homo sapiens Human endogenous r 
(tocusnnk)NM^0121 12jHomo sapiens chrome 
NM_0330l3:Homo saptens txj clear receptor 
Hs.2S640xlaiidm 3 
Hs^Q3800:E6T& 

HR77358±Bnsterrih receptor (p90, CD71 

Hs^G664AypotherJcal protein FU32334 
NrVL013238:Hon» saptens DNAJ domatrvcenla 
HsJ2961:Homo sapiens! clone MGC:22588 1 
HS.100S8 Bunted or gradient protein 3 
NMJ)00676;Horno sapiens adenosine A2o iec 
NMjQ18406:Homo sapiens mudn 4, tracheob 
{kxusSnli)NM_025l3ftHomo sapteas hypotfi 
r^002033:Homo sapiens fucosyttransferas 
H5LZ71923:Homo sapiens cDWA; FU22785 fi 
NM„Q2l7e4;Homo saptens hepr^ocyto nue'ea 
(tocusBnk)NfuL0251 13^Qmo sapiens hypoth 
NMJrt4256tHomo sapiana UDP^cNAc±etaGa 
NMJK6Q95cHomo sapiens HSPC037 protein ( 
H3L90260^un1ru^ldazoIe-4^rboxa^ 
HB.143655:ESTs 

Rs.247280^mrnesonie 20 open reading tra 
NMJH3189fcrlortK) sapiens cystaUn SN [CST1 
(Iocu3lbk)NM^0D5242:Hcmo sapiens coagul 
NM_0S2at6tHoraD sapiens tripartite motfr 
Hs.124fi60:ESTs, Moderately slmfer b 21 
NM_Ol4297;Homo sapiens protein expressed 
NM_001091:Horao sapiens amlorfrie binding 
Pocualmk)NM_014324:Homo sapians alpha* 
Hs.125808:ESTs 
Hg.12Bg&KiAA1034 protein 
NM^004994^omo sapiens ir^niBtallopro 
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&12 
5.12 
5.07 
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5.01 
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492 
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466 
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401866 
431611 
430187 
414590 
449281 
449722 
418318 
439066 
414753 
403221 



449027 
431667 
439799 
441362 
417900 
428967 
456377 
445919 
423164 
422627 
422363 
433437 
415992 
425834 
415000 
432407 
408243 
408494 
412610 



422515 
' 436543 
418113 
433083 
431939 



441888 
432150 
425234 
423803 
4104t8 
436251 
422424 
432269 
424905 
416209 
430680 
434370 
436431 
453700 
410619 
409420 
422535 
432179 
453957 
426106 
434170 
418322 
444381 
419229 
437156 



426831 
428970 
443957 
408832 
440300 
425576 
432575 
412104 
417001 
421225 
445109 
428330 
447472 
423349 
422026 
419S74 
417720 
411257 
421515 
433675 



411 

U58766 Hs.264428 Hs^64428.-tisaiiBspecHfctran8prantafio 410 

AI799909 Hs.158989 Hs.158989:Homo sapiens CDNAFU37 936 fi* 4.10 

NMJ00O5O6 Hs.76530 NM_0005C6:Homo sapiens coagulation facto 4.08 

Hs.162717 NM_D32756:HomosaplenG hypothetical pro! 4.08 

Hs.23960 Hs-239BQ:cycIn B1 4.O8 

Hs.84072 MM_OO4616:KomoBapl0n5lran5mefnbf»e4s 4,06 

Hs.4747 NM_001 363:Hcnio sapiens dyskeratosis rang 4.05 

Hs.77225 NM^OOS^ihtomosaprensADP-ribflgyttrawf 4.04 

4.04 

K&56937 NM_021 978:Homo sapfene suppression of tu 4.03 

Ks-22380 NM_OD5700:HGmD£apransd{papQdyfpepirda 403 

rtU 05448 Hs.105448:pftrtfili kinase, fysbie daficte 401 

Hs.67709 Ha.B77Q9:Homo sapiens mRNA full length ) 4.00 

rfc23044 N W_080G6B:Homo aapfens slmBar to RIKEN 3.99 

H&82906 Hs.8290S:COC20 cell division cycle 20 ho 399 

Hs.134710 NM^004751itemo sapfens glucosBjninyt (N-a 3.99 

HS.16975B NM_017723dtemo$aplens hypothecs prat 3.99 

Hb.334692 Hs.334692^iypoth8Scal protein MGC14141 3.98 

Hs.124835 NMJ)19062flofiio sapiens hypolhetteal prat 358 

Hs.1 18787 Hs.1 1 8787:1raraforrr*ig growth facte, be 3,97 

Hs.115474 NNU»2915:HoTno sapiens replication facto 3.97 

Hs,32Q0 NM_00122G:Homo sapiens caspass 6, apopto 3.97 

Hs.145807 Ks.145807AypolhelIcal protein FU135B3 3.96 

Hs.1B57 Hs,1957amyby P component, serum 3.96 

Hs,239812 Hs239B12»eroIo0icsJ|y defined breast c 3.95 

AF134164:Homo sapiens Human endogenous r &95 

Hs,624 NM-0005B4:Hbrno3BpTflnslnterteuWn8<IL 3,94 

rfe.187578 rte.187578:rtenr» sapiens CE3NAFLJ1 1639 fe 3.94 

Hs.74126 NM_00l445:Horno sapiens fatty acid WntSn 3.94 

Hs.159142 Hs.1S9142:lunatte fringe homotog (Drosop 3,94 

Hs.1 17950 Hs.117950:phrjsprK^bosy^inoirnWazote c 3 92 

Hs.5215 Hs.5215:liUefldnbe^4UKflngprofesi 3,91 

HB.B3484 Hs.834S4:SRY (sex determfnlng region Y>- 3.81 

Hs.191762 Hs,19l762^pothrficaJ protein MGC20258 3,90 

Hs.231994 rt&231994^omo sapiens, done !MAGE:4341 aso 

Hs. 32976 NM_004485:Homo sapkmG guanine nucfeoCd 3.89 

H6.128071 NM_&2290l:Hoino sapiens hypothetical prot 3,59 

Hs.272789 r^(M77l6:Hon»sapiBnsmembrane^paiinlng 3^9 

Hs.165909 Bs.1 65909:ESTs, WeaWy slmKar to hypoth 3.89 

Ks.132945 (kjcusrnlQNM_0057O9:rtoino sapiens PDZ-73 3.87 

Hs.63325 NMLPt9694:Hartiosapaens transmembrane pro 3.55 

Hs^9S585 (foctJB]hlONM_D06392:Hcmo saffians nucieo 3.85 

Hs^9663B Hs.29663a:prostatB dffferenQaiion facto 3.84 

Hs.2842 Hs.2942:FnBcrophage sfimulafeig 1 recepto 3.84 

Hs.153704 HMJ»2497itemo sepiana NIMA (never fn ml 3 84 

Ks.79076 Nr4J»2358tBomo sapiens MAD2 rnitotfcsjre 3.83 

Hs.168974 Hb.165974;EST8 3.33 

Hs.58346 NM_02233&Homo sapiens edodysplasln 1, 3.82 

Ha.5199 KM_fl14176itemo sapiens HSPC150 protein s 3.82 

Hs.560 NM_0D1644:H3mo salens aponpopralein B 3.81 

KsJ5114 Hs.65l14:kttaflnie 3^1 

HsJ54451 NMJH)5562:Homo sapiens tam'mln. gamma 2 179 

Hs.154578 Ha, 154578: Homo sapiens mRNA for FU002S5 3.79 

HsJ2913 NM_004443:Homo sapiens EphB3 (EPHB3), mR 3.78 

Hs^32947 rfe232947£ST6 3.78 

H&21812 Hs.21*12£STs 3.78 

Hs.159642 (loc*J6llnlOr*L001490:Hofno aapfens glucos 3.78 

Hs.84113 NlM05192Hcmosaplenscyclfn^apOTdent 3.76 

Hs.283713 Nl4_138465*tomo sapiens colagen tipJe h 3.74 

Hs,362919 H&3629190ESTS 3 74 

Hs.121194 KR,121194*omosaptenscDMA:FU2fe69fi 3.74 

Hs.30736 (lc«usInk)NMj015201^onTOsapleiisbtock 3.73 

Hs.172673 MM_000687:Homo septets S^danosylhomocys 3,73 

Hs.194691 NWL003979:Homo sapiens retmoic arid tod 3.72 

Hs353013 Hs^53013«hnxTwgome 20 open reading fra 3.71 

rte£342B Hs.63428:Homo sapiens cDWAFU34457fe l 3J1 

Ha£859 NM-13B793:Homo sapiens epyrasa (SHAPY), 3,71 

Hs.3 34514 NMJD25257:Homo sapiens chromosome 6 open 3.71 

Hs.194346 Hs.194346:SpJf~2 protein 371 

Hs.240951 (Iccusl]nk)NXU)33120:Homo8a{fens nated 3J1 

Hs.80741 MM_OOtt282^omo sapfens propionyi Coenzym 3.69 

Hs.102696 KS.102698AICM protein 3.69 

Hs.12330 NM.001247:Homo sapiens ectonudeosMe fr 3^69 

Ha.2256 NMJJ02423;Honx> sapiens matrix melallopra 3,67 

Hs^11101 Hs^11101:E8Ts 3£ 7 

Hs.12742B NM_002142:Homo saptens homeo box AS {HOX 3.67 

Hs.1 10826 Hs.1108261rrujdeolide repeat contaJrth 3.66 

HS51165 Hs.fl118RhypolhelicaI protein FU11127 3.66 

Hs208067 Hs.20B067:ESTs 3,55 

Ha.115274 Hs.1 15274:lndian hedgehog homolog (Ctoo 3.66 

Hs.105352 (^u^n!0NM^Oia414:HomosaplBns6alr«c i65 

Hs.75319 Hs.753l9jibonocteotide reductase M2 pot a65 
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C05837 
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AA205625 
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437009 
445417 
412140 
420542 
439453 
414798 
428862 
414052 
412055 
401519 
428011 
450505 
421903 
413936 
424544 
431563 
435602 
434369 
439963 
447334 
422150 
450B63 
424825 
422765 
422106 
422532 
425B60 
442053 
437386 
416927 
446372 
432378 
434171 
428479 
415099 
414918 
440340 
418384 
418203 
429833 
409231 
431567 



442700 
410237 
428407 
436213 
442923 
431548 
452316 
448993 
447320 
414108 
420996 



418256 
400157 
406709 
453761 



415164 
405451 
414361 
422237 
417576 
457001 



AF127026 

AK00105B 

AA213G91 

NMJJ005G5 

BE264974 

A1286323 

NM.000346 

AW578349 

T2B160 

BE3B7514 

NM_0O4572 

AW07994D 

AF1 13676 

M8B70O 

W027643 

AF217515 

AI650363 

AW247529 

AA515032 

AI867118 

H43540 

AF2070S9 

AW409701 

084239 

AL006726 

L29339 

R35343 

W52452 

AL120168 

AB020544 

AT493046 

BE247688 

Y00272 

AI492170 

AI219207 

AVY895503 

AW149265 

X54942 

NWL012079 

AA446644 

N51357 

AI63B516 

AA377618 

At7E05B9 

NM-003963 

AA325512 

AW248322 

AI834273 

AA298464 

AI471630 

AJ675419 

AE67592 

AKD019Z7 

AFD86401 

U0343 

AWB4531S 

AJ355761 
R36762 
AUD60121 
AVU084352 

AW8613B 

M13149 

AA339449 



421828 
418586 
417346 



451910 
425873 
429271 
437675 
432677 



443891 
43574S 



AA3053B4 

AW591965 

BE387040 

A1940607 

M90516 

AW250651 

NM.013390 

AF039650 

AW954355 

NKL004482 

AW203959 

NMJD0225D 

AW967059 



Hs.5394 

H&.12680 

Hs.73625 

Hs.1321 

Hs.6566 

Hsl97411 

Hs.2316 

Hs.283552 

Hs.770 

Hs.181413 

Hs.25051 

Hs.15951 

Ha,2S76B1 

Hs.150403 

Hs.120912 

Hg.283532 

Hs.116462 

Hs.8793 

Hs.91109 

Hs.279507 

Hs.25292 

Hs.153357 

Hs.1578 

Hb.111732 

Hs.118126 

Hs/|S64 

Hb.24968 

Hs.356768 

Hs.78919 

Hs.14945 

Hs.146133 

Hg.347349 

Hs.334562 

H6.77917 

Hs.72222 

Hs,125276 

Hs.25130 

Hs.83758 

Hs.206627 

Hs.692 

Hs.280855 

Hs.347524 

Ks.103834 

Hs.61258 

H6.18+194 

H5.71472 

Hs.95635 

Hs.9711 

Hs.51265 

Hs.359952 

Hs.164464 

Hs.75761 

Hs.100895 

Hs.293847 

Hs.112341 

Hs.12271 

Ms.356473 

Hs.242463 

Hs.101282 

Hs.105460 

Hs.157123 

Hs.204044 

Hg,1498 

Hs.82285 

Hs.2062 

Hs.25740 

Ha.367942 

Hs.182475 

Hb.310526 

H&.1674 

Hs.26213 

Mb.160417 

Hs.198515 



H5J27B611 
Hs.149532 
Hs.10082 
Hs,374342 



413816 N49613 Hs.75615 
425247 NHU00594O Ha.155324 



NMj05379:Homo sapiois myosin 1A (MY01A) 
Hb.1 26BO:Homo sapiens cDNA FU1019B fis. 
NM_005733:Homo saptBn* RAB6 EnteracGns, 
NM_OD0505:Homo sapiens coagiiation facto 
He.65G6tthyTc4d honnone reciiplor fo ferae 
Ha.97411diypolhaficaI protein MGC12335 
Hs^lftSRY (sex determining region Y)-b 
H&283552:hypolhe&aJ protein BC016153 
Hs.77a:giianylate cyclase activator 2A fg 

NI4J)14730:Homo sapiens KIAA0152 gene pro 
NMJ004572:Homo sapiens pJakophiin 2(PK 
(locusEnV)NMJ 45202:Homo sapiens prdm 
N[^_000295:Homo sapiens serine (or cystel 
RM_0Q0790itomo sapiens dopa dacertowylas 
Hs.120912£STs 

MWU01 8455:Homo sapiens uncharacterlzed b 
Hs.116482£STs 

HsX793:pJateIeVacrJvaDng factor ecety 
tfs.91 109:ESTs, WeaWy sfrrflar to puktfv 
Ks.279607:Homo sapiens cDNA FU343S9 fa 
Hs.25292:nbonucleas8 H2, large siinmlt 
NMU001O84:Homo sapiens procdlagen-tysm 
NrwLO0116B.-Horru> sapiens bacutevlraT (AP r 
NMJH3890^omo sapiens IgG Fc bincEng pr 
(bcu^ink}NM.000308;Horfw sapiens protec 
N W_0Q034iHorno sapiens solute carrier fa 
H3,24968:hypolhetJcBt protein BC0166B3 
Hs.356766;Homo sepfens mRNA; cDMA DKFZp7 
NM_02l083:Homo sapiens Kelt blood group 
Hs.14945rfatiy-Bc|*Coan2yme AEgase. t 
Hs,146133£STs 

(tocustink}NML004749:Homo sapiens cell c 
NMJXM78G^Qmo sapiens cell division eye 
NAUMBOOfcHomo sapiens uMqtfffn «anW 
Hs.72222:ter-1-lfee 4 (Cl efegans} 
Hs.125276*tomo sapiens cDHA FU25833 fe 
Hs.25l30:Momo sapiens cDNA FTJ14923 fis, 
NRUQ01827:Hom<>sapfens CDC26 prottn Mn 
NM_Ol2079^ome sapiens diacytglycerol 0- 
NM_O02354:Homo sapiens tumor^ocfaied 
^ocusllnk}NM_145l75:Homo sapiens NSE1 ( 
Hs.347524^omo sapiens, clone MGCi4665 
NMJC4056:Horao sapiens hypothetical prot 
Hs.61258:angnlnosiicdnate [yasa 
NMJX}3963^amosapfens transmembrane 4 s 
NMJD24662^omesapsens hypoWcal pro* 

NMJ917515H0HK) sapiens novel profeh {HS 
NM_T3B80&Homo sapfens family wflh sequs 
Hs.3S5952£STs, Weekly similar to 090320 
Hs.164464^omo sapiens, clone MGC23656 
NMJW31 37^omo sapTens SFRS protein Wna 
(fecu slink) NM_018099:Homo 95pfens Jiypoih 
Hs.293847£8Ts 

NMJW253B:Homo sapiens protease Inhibit) 
(tocuslink)WM_ai21 B2:Homo seplens F-box 
NNL00B7immo sapiens adhreted RWA pot 
H3.242463jkera1h8 

Hs.1012B2^omo sapiens mRNA; cDNA DKFZp4 
NM^015393^omoflapf 8 ns DKFZF»564CXie23 pro 
Hx157123«ST8 

Hs.204044£STs 

NML0rJ04l201omo&apfens rMdln&fich gl 
NM^000819:HQmosarjJens phcsptvribosytgly 
Hs.2082:vltamin D (l^dhydraxyvlteml 
Nh4J914584^omosapfens EROI-Ike (S. cer 
Hs.367942^cmo sopfens. done IMAG&4701 
NMj031295cHomo sapiens Willtems Beuren s 
NM_02513B:Homo sapiens hypoflicfcal pioi 
NM_OQ2058;Homo sapiens ^uta^ne-fructos 
NMJ05295litqmo sapiens chromosexne 20 ope 
Hs.l60417^ansinembranepiotBln 2 
NMjD05224:Homci sapiens dead ringer-llke 
NMJ92432KHomo sapiens hypoftietical prot 
NM_004482^mno sapiens UDP-r^acetyi-afph 
Hs.149532£STs 

NWJ00225ftHomo sapiens potassium Interme 
Hs.374342iHomo sapiens done 24711 mRNA 

NKC00(K83ifomo8aplezis apclSpopra^n C- 
Hs.165324:matrix maMcpfotefnase 11 (s 
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424996 
402944 
417165 
427528 
428711 
4391B6 
444783 
426174 
421585 
421605 
446921 
43B746 
403219 
420981 
456948 



412605 
4413B4 
416762 
4267B1 
441633 
416975 
426874 
431192 
431836 
413219 
410639 
450737 
410B50 
428450 
437810 
403381 
434031 
421975 
452299 
428024 
412994 
443162 
'435327 
424010 



419359 
414695 
444371 
450221 



422509 
403466 
441623 
421943 
405484 
435849 
449139 
404684 
447188 



AF006005 Hs.1541 04 NNLOD2657:Bomo sapiens pleomorphic atfan 

R80137 Hs.302738 Hs_30273B:Homo salens cONA: FU21425H 

AU077143 Hs.179565 NM_0023a8:Homo sapiens MCM3 minfchrornoso 

AA383471 Hs.343800 {tocusM)NM_033255:Hon]o sapiens epiGia 

AI697274 Ha.1 05435 Hsu10543S:GOFtmaiiriose4 l 6-dehydratase 

AK001468 Hs.62150 NNLDl8555:Homo sapiens anlllln, actfn bl 

AA547959 HS.11583B Hs.115a3B:EST3 

U95626 fts.302043 NM_003965:Homo sapiens chemokine {C-C mo 

BE440108 rte.106127 NMjD15972:Homo sapiens RNA polymerase I 

AB012113 Hs.16530 NMJ»296B:Homo sapiens small Inducible c 

AI885B15 Hs.164727 Hs.164727:E$T$ l WeaJdy stmJar b T45738 

L4O904 Ha.160724 NMJXB037:Homo sapiens peroxisome piolrff 

T29678 Hs.166068 Hs,166068:vBlln 1 

L11144 Hs.1907 Hs.l907:natenin 

AW410734 Hs.74111 HsJ4111:RNA binding protein (auEoanbg a 

AA447649 Hs,28B660 H^28866&Homo sapiens cONA: FU22182 fi 

L35035 Hs.79886 (IocuslkiK}NM_144563:Homo sapiens ifoose 

AKJ15709 Hs.172069 Hs.l720B9:pro-ortcogj3 receptor Inducing 

AW958544 Hb.1 12242 NMJK2413:Homo sapiens nornial mucosa of 

NM_004131 Hs.1051 NM_004131:Homosapleosgran2ymeB(gfafiz 

W32133 Ks.1 94366 Hs.1 943 G6:trfln3thyra tin (prealbumin, amy 

AI670056 Hs.137274 Hs.t37274:ESTs, WeaWysfmnartohypotti 

AF178532 HsJ71411 NM_13B992;Homo sapiens beta-site APP-cte 

AA876200 Hs.1 18727 - Hs.11«727-JlomosflpfenacDNAFU33a03fis 

BE289047 Ha. 6 5234 Oocusllnk)NfuL017B95:Homo sapiens DEAD/H 

AWD07152 Hs.63325 Ha.B332Bctn3n3inembran8 protease^ serine 

AW352B67 Hs.302738 Hs.30273&:>lomosfipieiiscDMA: FU21426fi 

NM.014791 Hs.184339 NMJ014791:Homo sapiens maternal embryoni 

8E246399 Ha.367646 NMJH 661 7: Homo sapfens hypothetical prot 

BE364165 Hs^3723 (loajB!bik}NM ( _0252l5:Homo sapiens psaudo 

AW961017 Ha.6459 (kx*slir*)r^024531:Homo sapiens hypoth 

AW206330 Hs.355663 Hs.355663;ESTg 

Z29D67 Hs.2236 HS.223&MMA (never in rnHoas germ a)-r 

D32257 Hs.75113 Hs75113$eneral transcription factor fl 

T49951 Hs.B029 (!«us0n1<]NMJ>1551 5:Homo sapiens type I 

BE301871 Hs-4867 Hs.48B7inianTU3syl(aIph^1,3.HlycoprotB 

ALQB0185 Hs.137556 N^033100;Homo sapiens MT-protocadhoim 

AA3O6610 Hb,34B163 NM_0 03823: Homo sapfens tumor necrosis fa 

AL043202 Hs.90073 Hsv90G73:CSEl chromosome segregafon 1-1 

BE439915 Hs.76913 H3.76913:protea3ome{pro3ome, macropain} 

BES40274 H&239 Hs^39rforW>ead box Ml 

AA326102 Rs_2464l NrvL018204^omo sapiens cytoskeletofi asso 

AUM4222 HsJ3255 Nr^004295*omo sapiens nudeoporin 155kO 

Z46023 Hs.1 18721 NM_000434;Hamo sapiens slaDdasa 1 Qyso 



AA315805 Hs.346710 

BE616520 Hs.343912 

BE305242 Ha.16098 

BE268315 Hs.23111 



Hs.34S710^omo sapiens, clone IMAG&4242 
NM_033504:rtorTW sapiens CACM (CAC-U mR 

Hs.1609ftcfcRi(to2 

NM_0044$1:Honra sapiens phenylalanJfie-tRN 



413254 
424243 
435014 
452281 
416065 
427333 
443464 
432035 
408868 
429504 
441035 
426991 
408901 
439979 
453966 
457465 
426317 
414639 
439975 
444261 
454033 
424837 
427747 
436469 
400130 
422293 
400290 



K65423 Hs.17631 f&UBOSMHomu sapiens hypotheOcaT prol 

AA323414 Hs.146109 Hs.146109:ESTs, Weakly similar to T26937 

LM0272 rte.75253 NMJXKtt5cHomr> sapiens feoeftrate dehydr 

AI949359 Hs.143600 Hs ( 143600«o^ phosj*oproteln 4 

BE560693 Hs.1 0026 NHLO22061:Komo sapiens ribosoma! protein 

T93500 Hs.28792 Hs.28792:Komo sapiens cONA FLJ11041 lis, 

BE267931 Hs.78996 NNL002592:rtorno sgpteis proliferating eel 

AF057797 Hs.1 766&S NMJ01 1 69:Homo sapiens squaporfn 8 (AQP6 

BE548446 Hs-321679 NMJ}2 1095: Homo sapfens solute carrier is 

AA524725 Hs.1 621 06 K5.16210B:ESTb 

AW292266 Ks-255058 Hs^5505B:ESTs 

X99133 rb.204238 Hs504238:llpocaln 2 {oncogene 24p3) 

AW13S551 HS.1B1245 Hs.1 81245:Homo sapiens cDNA FU 12532 fa 

AK001536 Hb.214410 Hs.214410^omo sapfens cDNA FU31 573ns 

AK0O1330 Hs.48B55 Oo^n^NM.018101:HomosaplBi)&hypom 

AW60Q291 Hs.6823 NI^J)1 8092: Homo sapiens neitopilift (MRP) 

AAB47W3 He.62711 Hs^2711:Homo sapiens, done IMAGE33512 

AW301344 Ks.122906 NM_030928:Homo sapxans DHA replication f 

AA312350 HS.1692S4 NMJH)320ZHomo sapfens Uanscnpttoci fac 

X67055 Hs.76716 IWU002217^omo sapiens pnxilpha (gTobtd 

AW3280&1 Hs.6617 NM_p33453*lomo sapiens kioslne trtpbosph 

AA298958 Hs.1 0724 Hs.10724:mitocliondKaJ ribosomd pfcteln 

AR07457 Hs.37035 N^005515:Hamo sapiens homeo box rB9 {HL 

BE276113 Ns.333034 NM_P03491:Homo sapiens ARD1 homoteg, N-a 

AW411425 Hs.1 80655 (locusnnigNM_004217^omo salens serine 

AK001455 Hs.51 98 Hs.51 98: Down syndrome crib'caJ region ge 

Hs.1 55560 NMJD01 746:Homo sapiens caJwacn (CANX), 

X94453 Hs.114366 Hs.114mT^hia^»boxyfatesymiie 

H18B36 Hs^160& {Iocu3lhk)NhLOl7636:Korno sapiens Iransl 



3.38 
3.37 
i37 
3.37 
3.37 
3.36 
3.36 
3.36 
3.36 
3.36 
3.36 
&36 
3.36 
3^4 
3.33 
3.33 
3.33 
3.33 
3L33 
3.33 
3.32 
3.31 
3.31 
3.30 
3.30 
3.30 
&29 
129 
&29 
a29 
i29 

3.2a 
a2d 

3.26 
3.2B 
3.28 
3.28 
3.25 
3.28 
3.28 
3J27 
3^7 
3.27 

a27 

3127 
3.27 
3.27 
3.27 
3.26 
3,28 
3.26 
3.25 
3.26 
3.25 
3L25 
3^4 
3.24 
3^4 
3.24 
3^4 
123 
323 
3^3 
3J3 
3^3 
3.22 
3.22 
3.22 
3.22 
3,22 
3,22 
3.22 
3^1 
3^1 
a20 
120 
3.20 

a» 

3.20 
3.19 
3.19 
3,19 
3,18 



181 



WO 03/042661 



PCTAJS02/36810 



419239 
42621S 
425745 
41 3313 
422714 
408353 
400203 
412B70 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



416984 
450635 
4G670B 
452888 
430127 
417308 
4DS11G 
402474 
419480 
446595 
444954 
434263 
411165 
430696 
438391 
409142 
445B73 
432370 
430514 
417791 
417115 
411126 
456906 
425123 
408058 
446366 
407004 
412723. 
407233 
407168 
452721 
426427 
409162 
412612 
434861 
407944 
414B06 
454464 
415474 
422616 
421470 
419551 
418691 
422163 
447760 
405505 
429957 
410168 
422880 
442013 
431722 
421506 
433659 
439492 
417B66 
412530 
412869 
453132 
424971 
427557 
439273 
431945 
435703 
407289 
403739 
444664 
409152 
409093 
406545 
450553 
418867 
422976 
434523 
4400 88 



AA468183 
AW963419 
BE396495 
MM 002047 
AB0 18335 
BE439838 

N22768 
AF038007 
H38765 
AW4O3054 
AI26Z759 
AW955454 
AA219496 
H6O720 
AA251393 

AA316241 
T57448 
AW247076 
N34895 
NMJW0169 
AA531276 
AJ227892 
AL136B77 
AA250970 
AA308334 
AA318501 
AW965339 
AW952792 
NMJJ01202 
AF117646 
AW205274 
AA312329 
AI032108 
AF22S603 
AA648459 
X16364 
R45175 
AJ269529 



H2553Q 
HMJ100047 
AA206153 
R3400B 
D14694 
AW811606 
NM_014252 
BE300330 
R27495 
AWE82256 
AW752389 
AF027208 
AI431328 



Hs335798 

Hs.1 55223 

Hs.159428 

Hg.293885 

Hs.119387 

Hs.44298 

Hs.1390 

Hs,82407 

Rs.166196 

Hs.80706 

Hs.25237 

H&30942 
Hs^33952 
H&81892 
H3,289052 

Hs.90691 

Hs.15467 

Ha.12163 

Hs.79187 

Hs.69089 

H3.59509 

Hs.146274 

Hs.50768 

Hs.251946 

Hs^74424 

rk241567 

Hs44269 

Hs.334612 

Hs.68879 

Hs.156637 

Hs.154695 

Hs.42331 

H&54424 

Hs.39957 

Hs.335951 

Hg.50964 

Hs.117183 

HsJ0167l 

Hs.169840 

Hb.50868 

Hs.74131 

Hs.4209 

Hs.239727 

K&J7329 

H^271819 

Hs.78457 

Hs.11o725 

Hs.1378 

Hs.91011 

Hs.87238 

Hs.112360 

Hs 348605 



AW204530 

AK001376 

AF22B704 

AA506476 

AF181528 

BE302796 

AKD01301 

AF08B310 

AW067903 

AA766268 

AA290712 

AW951952 

AA479005 

NMJ0G2659 

AW139099 

AW0D0Q27 

AW690133 

AA135159 



Hb.99500 

rte.59346 

Ks.193974 

Hs^75009 

Hs268049 

H8.105097 

Hb.3497 

Hs.103159 

H&82772 

HsJZ66273 

Hs.62407 

Hs.293724 

Hs.1 54036 

Hs.1 79857 

H&367S92 

Hfi.11962 

Hs.63313 

Hs.203349 



N26362 H*1161$ 

AA176585 Hs.1 94346 

BE243B34 Hs^0441 

AW660613 Hs.8715 

D31771 Hs.89404 

AU076657 Hs.1600 

M703709 Ha23410 

BE559B77 Hs.1 83232 



(locusIliik)N{yL033103:Homo sapiens rttophl 
MM_0037l4Homo salens stonijiocalcm 2 ( 
FJM_138761:Homosaptens BCL2-aasociafed X 
NkU»2047:Homo sapiens gJycyURNAsynfii 
NfvL014698:Homo saptens KIAA0792gene pro 
NrOl5S6S:Homo sapiens mitochondria) ifc 
NM_002794:Homo sapiens prtrtessome (prosp 
MM_022059;Komo sapiens diemotine (C-X-C 
M^OOSSOlHomosapfens ATPase, Class I, 
NM_00G903itomo sapiens MAD(P)H debydroge 
NMJ)16647:Ha[TO sapiens mesenchymal stem 
Al282759cqt64a01jt1 NCl_CGAP_Co14 Homos 
NM_004093:Homo sapiens ephrin-B2 (EFNB2) 
Hs^33952:proteasom9 (prosome. macropaln 
NMJ)1 4736: Homo saptens KtAAOlQi gene pro 
NM_P52842Romo sapiens BCL2-Eke12(pra 

NMJW6991ttomo sapiens iwdeophosmlnfaw 
NMJ017943tHomo sapiens hynoOieb'ca] pre* 
NM_003908:Homo sapiens eukaryotfc trans! 
Hs.79187 xoxsackfe virus and adenovirus 
NMJWD169:Homo sapiens galactogidaso. at 
Ks^9509:ESTs, Weakly samlet to sfatiar 
Hs.146274£8Ts 

Hs.50755:SMC4 structure maintenance of 
HaJ25l946:Homo sapiens cDNA RJ11 840 fe 
NM_018946:Homo sapiens N-ace&Jneurarnlnt 
NM_021246:Homo sapiens lymphocyte anffge 
Hs > 44269:Homo sapiens cDMA RJ37972 fe, 
NM_003094:Honno sapiens small nuclear rib 
(locus5ln]QNM_001202:Homo sapiens bone rn 
NlwL0121iaHomo sapiens Cas-Br-M [murine) 
NM_Q0Q303*Jomo sapiens phosphornannomuias 
Hs.42331:ephrtrWV4 

Ks>54424:liepatoc/ta nudea- factor 4, a! 
NM_016445:Horno sapiens pteetetrln 2 (mou 
Hs.33S951:hypc4hetIcal protein AF301222 
(locusln^NPt001712:Horno sapiens carcln 
Hs.1 17183rHarnD sapiens mRMA; cDMA DKFZpS 
Hs^01871xo!ute canter family 37 (gfyc 
Hs,169840:TTK prote&r kinase 
Hs.50B68cscto earner family 22 (organ 
NM_OQflD47:Homosapfana atfsutfatase E ( 
NM_016491:Homo sapfens mitochondrial rib 
NM_024422ifomo sapiens desmocolbi 2 (DS 
(tocugHnl^NM_0l4754;HDrjio sapiens phosph 
H3.27l619;murih 17 

HMJ014252:HomQ sapiens solute canter fa 
NMjQ1224&Homo saj^ens setenophospha^BS 
Nd4_005l39:Homo sapeena annexfn A3 (ANXA3 
NM_006408iKomo sapiens anterior gradtenl 
Hs^72fl6iRomo sapiens cDKA FU2Q269 fis. 
K8.112360^romnjn-llte 1 (mouse) 
NM_052963:Homo salens mitochondrial top 

Hs.99500:E8T& 

NM_018122:Homo eaptens hypothetical prot 
Hs,193974^utathkma reductase 
Hs575009:Homo sapiens mRNA; cONA DKFZpO 
tkxnrtllr^Nr\i,016101:Homo sapiens hypoth 
Hs.105O97rtrrymidma Idnasa 1, soluble 
MM_018095:HDmo saptens hypothetical prat 
Hs.1 OMSftESTs. WeaWy similar to T06291 
Hs,«277Z-colEagen. type XI, alpha 1 
(k3cusl(nlONMj024918:Homo sapiens chromo 
Hs.8240?j^emoWne (C*X^ moUQ figand 
H5.293724:Homo sapiens cOMA FU12683 fis 
NM.003311^omo sapiens Uimor suppress ng 
NM_D02659:Komo sapiens plasminogen activ 
Ks^D7692Jtomosaptens cDNAFLJ25GBSfls 
Mf4_03t}76&Homo sapiens epoptwls regulal 
0ocusnn»0NM_020192:Horno sapiens GK0D3 
Hs^03349:Homo sapiens cDNA FU12149 fis 

MM_01 BOSS; Homo sapiens map kinase phosph 

Hs.194346£plr-2ptoteBn 

N4_C1 5936tono sapiens CGJ-04 protein {L 

H5.3715:hypoUist)cd protein MQC3232 
NM_C02449;Homo sapiens msh homeo box horn 
Hs.t600;chaperonin containing TCP1, stibu 
ttosllr*)NMJ)16539:Homo sapiens slrtui 
NM_024639:rtamo sapiens hypothetical prot 
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414907 


X90725 


Hs.77597 


407103 


AA4240ai 


Hs.256301 


434203 


BE262677 


H9^63556 


422283 


AW411307 


Ha.1 14311 


412133 


U83460 


Hs.104557 


450334 


AF035959 


H6.24879 


417975 


AA641836 


Hs.30085 


42Q162 


BE378432 


Hs.95577 


436561 


BE550135 


Rs.5232 


426031 


AA295251 


Hs.166066 


417678 


X0G56G 


Hs.82396 


417386 


ALD37228 


Ha.301957 


429983 


W9262D 


Hs.250855 


417526 


AA5S8906 


HS.B2240 


414732 


AW410978 


Hs.77152 


409614 


BE297412 


Hs.55189 


439053 


8E244588 


Hs.6456 


4110SS 


UB0034 


Hs.68583 


433312 


AI24I331 


Hs.131765 


420767 


AF072711 


Hs.99918 


429523 


AKO00788 


Hs.205260 


423242 


AL039402 


H8.125763 


420552 


AK000492 


Hs.96608 


4133B0 


AI904232 


Hs.75323 


421533 


M71826 


Hs.105465 


439352 


BE614347 


Hs,16S615 


428023 


AL038843 


Hs.374530 


431193 


AW74SS05 


Hs,296770 


4572 It 


AW9725G5 


K5J2399 


4104F7 


AF102546 


Hs.63931 


42206$ 


AW249275 


Hs-343521 


416525 


BE01S020 


HsJ5838 


453012 


T95904 


Hs.31334 


412939 


AW411491 


Hs.75069 


413813 


M96956 


HR75561 


41B362 


AL031714 


H5.84285 


431350 


M192528 


Ks.164537 


417911 


AA333387 


Hs.82916 


413597 


AW302885 


H3.117183 


409956 


AW103364 


Hs.727 


445462 


AA378776 


HB.26B649 


416245 


AA088767 


He.83683 


408194 


AAfioioaa 


Hs.191787 


421959 


AW751497 


Hs.98370 


458306 


AW578452 




425209 


AL049761 


Hs.155140 


439659 


AWB70780 


Hu*9483 


4066B3 


R50565 


Hs.46847 


432843 


BE25GB65 


Hs.279529 


406684 


X16354 


Ns.50964 


410006 


AW7323D8 


Hs.57783 


442577 


AA292998 


H&.16390D 


425003 


AF119046 


Hs,154149 


449437 


AI70203B 


H&.100057 


427779 


AA906897 


H&.180780 


446696 


AF279265 


H9J98476 


414549 


SE393069 


Hs.183506 


410817 


AI2627B9 


HsJ3«59 


419376 


R24922 


Rs.90078 


42B37G 


AF119665 


Hs.184011 


414416 


AW409985 


Ks.76084 


434094 


AA305599 


Hs.238205 


40SD12 


AL117435 


Hs.49725 


429048 


A1372949 


Hs.44241 


426378 


UB0082 


Hs.169600 


422397 


AJ 223 366 


Hs.1 16051 


426715 


AB037655 


Hs.171917 


429539 


AK3XK1E39 


H3.206501 


443715 


AI533187 


Hs.9700 


4530B2 


K16835 


Hs.31600 


433888 


BE176078 


HS30819 


424534 


D87682 


Ks.150275 


42255B 


NMJJ0S42J Hs.118249 


407777 


M161071 


H6.71485 


429626 


U367B7 


Hs.211571 


413374 


NM.0D1O34 Hs.75319 


442159 


AW163390 


Hs-278554 


400133 




Hs.184693 


419381 


ABQ23420 


Ks.90093 


436827 


H72187 


Hs.356668 


426108 


AA622037 


Bs.166468 


436278 


BE39629D 


Hs.5097 


425397 


J04086 


Hs.166346 



NM_0009 9 RHomo sapiens ribosomaJ protein 3.02 

Hs.256301 :hypotteiJcaJ protein MGC13170 3.02 

NEuL018509^omo sapiens hypothec prot 3.02 

MM_0a3504^omo sapiens COC45ce!l dtvfei 3.02 

NM_Q01B59;Homo sapiens solute carrier te 3,02 

H3.24879:phG6phatldfc add phosphatase t 3.02 

NM_02461fi:Hbmo sapiens hypothetic al prtf 3.02 

N M_052 9 B4:Honx> sapiens cyctfrHtepeiident 3.01 

NM_014165:Homo as-pens HSPC125 protein [ 3.01 

(locv&Unk)Khi.006697ihDmo sapiens ctepla 3.01 

(locuBlTnk)NM_002534:Homosaptens 7,5*- 101 

NM_018144:Hoitk> sapiens Sec61 alpha farm 3.00 

0ocoslirtt)NM_145l 75:Homo sapiens NSE1 ( aOO 

Hs.B224Q:synlaxfn 3A 3.00 

Hs.77152:MCM7 mtntehromosome mflrnienflncfl 3.00 

NMJ)16489:Homo sapiens ^-nucleotidase 3.00 

Hs.645B:c haperontn containing TCP1 , subu 3.00 

NMj0O593ZKomo sapiens mitochondrial Int Z99 

Hs.131765£STs ) Ntodecate}ysMfftol3 299 

Hs.99918^aiboxyl©dBrlIp3s© (bite sal 2.99 

Hs.205280:Honu> sapiens cDWA FU20781 fis 2.99 

Hs.1 25783^hromosome 1 open reading (ram 2.99 

Hs.9BB06*ypcttieBc3l protein RJ2048S Z99 

Hs.75323:proh1bftn 2.99 

NM_003095:Homo sapiens small nuctaar rfo 2.99 

NM_023080;Homo sapiens hypothetical prol 2.98 

Hs,37453fcRofra> sapiens cDNA: FU23602 fl 2.98 

Hs.29o770:KtAA1719 protein 296 

[Eocuslmk)MM_145240:HoniQ sapiens slmifa 2.98 

NMJJ80759:Homo sapiens dachshund homotog 297 

Ha.343521 .malale dehydrogenase 2. NAD fm 297 

NM_004207:Homo sapiens solute carrier fa 2.97 

HMJJ12469*tomo sapfens chromosome 20 ope 2.97 

Hs,75069:&erine hydroxyrTtfinytasferase 2.97 

NM_003212*Horno sapiens teratocartfnoma-d 297 

NM_0D3345iHonio sapiens uWquHJrwonjijga Z97 

Hs,164537£STs Z95 

Hs.8291 6cchspeconln containing TCP1, sub ZS6 

Hs.117183:Homo sapiens roRNA; cDMA DKFZpS Z96 

N^00219ZHoriwsapiensinriihrn l fietaA{ 256 

ftocusllnk)NM^02405l:Hflmo sapcans hypoth Z56 

Mftfl_0201 8ZHomo sapiens transmernbrsne, pr 296 

Hs.19l797:E8Ts 2.96 

NM_03062ZHomo sapiens cybchrome P4S0, Z96 

AW57845ZRCm02S2-0301 00-023^)07 CT025 Z96 

NM_Q01885:Hornosapk»a casein kinase X Z96 

Hs.594&3^aucmB^(epe^cfl^^ Z95 

NNL016614:Homo sapiens TRAF and TNF rece 2.95 

HKL013237:Homo sapfens pxIMke protein 2.95 

{IocusrjnJgNM_P0171 ZHomo sapiens cardn Z95 

NMJXB75l;Komo wp/ens eukwyoflc teansl Z94 

Hs.1 63900:ESTs p H^hl/ sTmJlar Jo winged 2.94 

NM_Ot4481:Hoino sapiens APEX mrotease (ep Z94 

Hs.1 000573crine/threonfnB lunase 35 Z94 

N^021238:Homo sapfens TERA proteto (TER 2.94 

NM_02291 1 ;Bomo salens sdute came-f fa Z94 

NM.024841^omo sapfens hypoftetica] prot Z93 

(bcu5llnk)NM_00491 1:Homo sapiens protet 2.93 

Hs^007B:nucteotide-su9ar transporter sf Z93 

Hs.184011.pytophosphetase (inorganic) 2.93 

(tac^Ihk)riM_032737-.Homo sapiens hypoth Z93 

Hs^3B205:hyrxrrJieircal protein PRO2013 Z93 

te.49725:DKFZP434J215 protan Z93 

Ha.44241 :Homo sapfens cDNA: FU21447 fe Z93 

Bs.169600:WAAfl826 protein Z92 

(locirsrjn)ONW_13876B:Korno sapiens myelom Z92 

Hs.17191 7±ypoineM protein FU 11086 2.92 

(loaislln10NR.020467:Komo sapiens hypoth Z92 

NMJD0123B:HornoBaprenscydln£1 (CCNE1) Z92 

(tocmlinV)NMJ)l763&Horoo sapiens transl Z92 

Ks.3081&h>poUie(lca) prcrtefn C40 Z92 

H9.150275:K1AA0241 protein Z92 

Hs.1 lB249-ADP-itosy1a»on factor giifin in 2.92 

Hs.7l465squaJeneepaodddsa Z92 

NM_0Q 5333: Homo sapiens ndocytocntome c Z92 

rM.001034:Homo sapfens riboruidBotide re Z92 

hTM_007275;Homo sspfens chncmobox horndog 292 

NM_u0564ftHorno sapiens transcription e\o Z91 

Hs J0093:heei shock 7QO protein 4 Z91 

(k™silnl$NMJK)5274rtjrno sapiens goanln Z91 

NM_004706^omo sapcans programmed ceK d 291 

Ks^097:synaptooynn 2 291 

MM_001067:Homo sapiens topoteomerase <DN 291 
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433487< 
416933 
430267 
434026 
447698 
411263 
432754 
437016 
44622B 
420421 
426365 
414420 
4S72B4 
401405 
453111 
400247 
421910 
413610 
4135B6 
416561 
427490 
417634 
435099 
425811 
446849 
412974 
413179 
407770 
408647 
446250 
426810 
427505 
418443 
447343 
409262 
443323 
450376 
411761 
416691 
417715 
452099 
436136 
432858 
434457 
444237 
456362 
411393 
424270 
414396 
426120 



443B02 
445663 
434606 
440334 
443057 
432660 
446421 
427239 
425649 



435777 
424441 
407833 
415083 
421462 
443572 
443180 
413753 
453026 
425047 



U31814 

BE561650 

AW182459 

R15486 

AM20156 

BE297602 

BE241691 

AU076916 

NM_016046 

AF281133 

AF1 12213 

AA043424 

AF1 02850 

ABGU59S 

NMJJ145B5 

AL1175S4 

AA971014 

NMJM1949 

Z95152 

W27202 

AC004770 

AL039104 

AU076617 

R18978 

N99692 

AW607631 

AW290997 

NMJI16034 

AFD6823B 

AA3G1562 

NMJJQ5239 

AA256641 

AK000631 

GE560621 

AW249181 

AI73384B 

AW963979 

AW969587 

BE612992 

H53323 

BE6186D9 

AF141332 

AA336876 

AW973Q03 

AW797437 

AK001818 

BE546266 

AA325243 

BE614599 

AW504924 

R12234 

AH55108 

BE276112 

ABG37784 

T47364 

BE297434 

BE270447 

U30930 

AI91G662 

AW419202 

X14650 

AW955632 



410197 
413095 
417677 



437430 



407137 
400750 
426788 



AP016495 

AA025610 

R15875 

U17760 

AB006532 

U34038 

AW301003 

NM_005516 

AA4943S9 

NMJ0T6O55 

NM_O01197 

W44671 

M26301 

T97307 



Hs.3352 

Hs.80506 

Hs.125759 

HS.28521B 

HsJ26733 

Ks.69360 

Hs.3100 

Hs£398 

H&.14415 

Ks.343589 

Hs.184062 

Hs76095 

Hs.227933 

Hs.31720 

Hs.356473 

Hs,109437 

Hs.1 19908 

Hs.75432 

Hs.1 189 

Hs.17B695 

Hs.82327 

Ks.4756 

H8.159557 

H6.16251 

K&75105 

Hs.75227 

Hs.38738 

Hs/190153 

Rs_20776 

KS.19376B 

Hs.178761 

H&85146 

H&236894 

Hs.52256 

Hs.9222 

Hs.154796 

Hs.71935 

H&54723 

Hs.66366 

Ks_27931 

tfs.25717 

Hs279S91 

HsJ200333 

HsS842 

Hs.179909 

Bs.69771 

Rs.144407 

Hs.76057 

Hs.166887 

Ha.356601 

Hs^805 

Hs.13396 

HsJ256150 

Hs.7165 

H3.22941 

Hs.276613 

Hs.15071 

Hs^56512 

HS.15B540 

H5.21t577 

Hs^86192 

Hs.147097 

Hg456666 

H5.27179 

Hs.T04624 

Ks.9605 

Hb.256576 

Hs.75517 

H331442 

Hs.154299 

Hs.51463 

Hs.59889 

H&J0715 

Hs.82369 

He. 155419 

Hs.124 

H*2253 



NMjQQ1527:Horn<} sap leas hstone deacetyte 
NMj003090:HorTK> sapfens small nucfear c2> 
Hs.125759Jikety orthotog of mouse RING 
(kX5uellnk)MM_021 213:Homo sapiens phospn 
NMJJ5285B:Homo sapiens szmlar to RJKEN 
NMJW6846cHomo sapiens WnaarHlfce 6 (m 
Hs.3t00Jysyf.tRNA syrrlhetase 
Ks.539ftguarine monphosphate BynBvelaae 
NMJ)l6046:Horno sapiens exosomaf core pro 
Hs.3435B9;axosome component Rrp41 
Hs.164062:chrornosGmd 20 open reading Ira 
NMjroaiSrHontt sapfens tmrnedjate early r 
NM_013336^omo sapiens A|g5, S. cerevisi 

HM_014J9ftHormo sapiens hephaBsfln (HEPH) 
NM JX)67l3:Homo sapiens activated RNA pal 
fJMj0l45B6:Homo sapiens bwmonatfy upregu 
NM_0t5934:Homo sapiens nudeolar protein 
NM_000864^omo sapiens IMP (inoslne mono 
WAUX)1949:Homo sapiens E2F IranscrfpUon 
WM_Q02754:Hoino sapiens mifogen-flcHvaied 
NM_000l78:Herno sapiens gluialhtone synfo 
NMJ0041 1 1 :Homo sapiens flap struciure-sp 
Mt_002266;HoinQ sapiens ksryopheiin alpha 
(tocuslE^H^G16OTJHomo sapiens deeva 
NMjD06579:Hom£> sapiens emoparrtl binding 
NM_0O5O n 2Homo sapiens NADH dehydrogensf 
NMJ>14343:Homo sapiens cJaudin 15{CiON1 
Hs.19D153:Homo sapiens cDKA FU33988fis 
(loaisIin>ONM-016034:Homo sapiens m&och 
MM_000625;Homo sapiens nitric oxWa syflt 
Ks.178761:2fiS protessowe-assocjaled pad1 
Hs.8514&v-efe erythroblastosis virus E2 
fe^36894:ESTs. HJ^iry stmilar to S02392 
Ha52256:hypothe&al protein FU20624 
Hs.9222:eslmgen receplor binding sOe a 
H3.l54796:Homo sapisns cOMA FU37976 fia 
MM_D21220:Homo sapiens zinc finger prole 
Hs.24723'.ESTs 
H3.a6366^STs 

Hs,27931diypothetteal prolefn FU10607 s 
Hs^5717:Hwno sapiens cDNA: FU23454 fis 
Hs.279S91^omosapren6 ( Similar fa RMAp 
NMJ)1B690^omo eapens apoHpoproteln B4 
Hs.9B42;ESTs 

(locusHr*lNM_024S31:Komo sevens nucfea 
NRU»1710:Homo sapiens B-tactor, praperf 
NMjOia263^omosapene bypoUieticeJ prot 
(k»uslinl4l^0rjO403:Homo sapiens galact 
Hs.l66687xephel 

(kJcusllnk)NH.032335:Homo sapiens n/polh 
Ha.9B05:expojtin 5 

Hs.13396:Homo sapiens ctone 25026 mRMA s 
Hs.266150^REH41 anOgen 
NMjrj03904.-Horno sapiens zinc finger prote 
HsJ294l^<IAA1363proMn 
gocifilnX)N^005532:Hcjmo sapiens intsrf 
Hs.1607lMhapefonIn oontalnlng TCP1, sub 
Hs.356512£STs, Waa^aimnarto UBfXjA 
Oocusfc^NlitP03360**xno sapiens UDP gl 
(locusSnV)NF-L004366:Homo sapiens «nect 
N&4JQ32192:Homo sapiens pioteVi phosphata 
Hs.147097:H2A hfsfona family, member X 
H&j68666xnromosorne 7 open reading frame 
Hs.27179:Homo sapiens cDNA FU12933 fis, 
NW„020980:komo saobns aquaporin 9 (ACP9 
H&d605:deavage and ptfyadenytafion spo 
NM,012129iBomo sapiens claudin 12 (CLDK1 
NM_000228:Homo sapiens lamWn, beta 3 { 
NMj»426ftHomo sapiens RecQ proteln-nke 
MM_005242Homo sapiens coagulafion facto 
K&.51 463^omo sapiens, SlmJIar to RJKEN 
<toc^fok)NMJM6518tHonu> sapiens Wiydr 
Hs^DTiapotasskim voltage^ ated channel 
NA1_01 BOSS; Homo sapiens rratodiondrial rib 
MML001l97:Homo sapiens BO^nteractfng 
NM_01 4528^omo sapiens gene predicted ft 
HsJKKxjomptement component 2 



AF082283 Hs.193516 
AI796390 Hs.210667 
432816 N38913 Hs.22i575 



NMJ»3921^om3sapiBns B-cell CLMympho 

lfe.210667:ESTs 

Hs^21575:ESTa 



Z91 
2.90 
2J9Q 
Z90 
Z90 
Z90 
290 
190 
Z90 
Z89 
2.89 
169 
289 
169 
189 
289 
289 
289 
289 
288 
2.86 
288 
2.88 
2.8B 
266 
288 
2.88 
2B6 
287 
2.87 
2.87 
287 
287 
2.87 
287 
287 
2.86 
2.88 
286 
286 
2.86 
266 
286 
2.86 
2.85 
285 
285 
2.85 
185 
285 
285 
2.85 
285 
285 
2.85 
285 
284 
284 
284 
284 
284 
284 
284 
184 
283 
283 
283 
183 
283 
2B3 
183 
183 
183 
283 
183 
182 
182 
2B2 
182 
182 
2B2 
182 
182 
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410045 AA606930 H6.5B1B9 Hs^8l89^ukaryo6c translation fnitaS 2.82 

454144 BE280478 Hs.1B2$95 NMJ>24Q2&Homo sapiens mitochondrial rib 2.82 

430387 AW3728&4 Hs.240770 HB_24077(taiddeBrcapblr>dkigprote&!ra 2.81 

434583 AA095761 Hs.34£>0&2 Hs^49092ESTs, WBakry similar to A42442 281 

431512 BE270734 Rs_2795 Hs.2795:laclate dehydrogenase A 2.81 

428093 AW594506 Ha. 1048 30 Ks.104830:ESTs 2.81 

416047 BE439894 Hs.78991 NMJJlZOBftHomo sapiens DNA segment, nume 281 

447495 AW401K4 Hs/IB720 NM_flD42DB:Hoffia sapfens programmed cell d 281 

452199 BE255S43 Hs.11CB95 rte.11039S:hypoiheflcd protein ^4GG3133 2B1 

425998 AUQ76629 He.165950 NMJ02O1 1:Homo sapiens flbraNasi growth 280 

445921 AW015211 Hs.153799 Hs,153799:Homo sapiens cD*JAFU38333fls 2.80 

422809 AK0Q1379 Hs.121028 NMJ>lBl3S;Hamc- sapiens hypodiab'cal prot 280 

417869 BE076254 H&J2793 Hs.82793:prote3some (prosome, rnacropain} 28Q 

436127 W94824 Ks.11585 WUL080748:Hoirra sapiens chromosome 20 ope 2,80 

418731 A126468B Ha.1197 MM_002157:HomosapJans heatshocklOcDp 2.80 

432840 AK001403 H&279521 B3.27952t:hypotiafca] protein FU20530 280 

428028 U52112 Hs.1 82018 Hs.182018MerteulWn-1 receptor-assocfa 2B0 

441181 AA41B925 HsJ74811 HB.374811:Homo sapiens, rfmBarto4-1BB 180 

4Q94S3 AJ458165 Hs/17296 NM_023930:rtomo sapiens hypothetical prat 279 

450010 AW293801 Hs.255052 Hs.255052ESTs 2.79 

418960 (WL004494 Hs.89525 flrxusnnflNlYLO04494:Homo- sapfens ftepato 2.79 

401179 2.79 

419232 AW13B434 Hs.129905 Hs.129e05:ESTs 2.79 

434750 BE019254 Hs.4112 Hs.4112:k»mp!ex 1 2.79 

412948 BE243313 Ha534851 rte.33485t:UMandSH3protem1 2.78 

400529 Z79 

436414 BE264633 Hs,143638 NMJI33651;Hofro sapiens WO repeat domain 2.79 

436291 BE568452 Hs-344037 (loCi«r[nk]NMJ»39Bl;HoinDaapJaTO protei 279 

NM_016057:Bomosapfens CGI-120 protein ( 2.79 

N&U)1S966:Homo sapiens serotogfcaJly def 2.79 

flM_P2l258:Homo sapiens iritarfeiifri 22 re 2.79 

KM_138933:Homo sapiens apdbec-1 complBfna 2,79 

NMJXM3Q0:Homo sapJens add phosphatase 279 

rfe.B33:lriterferov£tfTnulafed protein, 15 2.79 

(locustnl^NM„0lB396:HamD sapiens putaS 279 

NM_006114:Koma sapiens transtocase of ou 279 

Hs.8 13 61 ;heterogeneoire nuclear rlbonucte 2.79 

Hs^WOgBxysteine knotsuperfemily 1, BM 279 

(loajslTnfc}NM_030674:Homo s^nens solute 2.78 

(kxusl]rAQNI^018530:HDmo sapiens hypoth 2.76 

Ha.326321:WD repeat domain 18 278 

H9£23£inalfr4tranded DNA binding prate 2.78 

Hs.9€6t:pioteasome (prosome, rnacropaki) 278 

NMJJD2951:Homo sapiens ftophorm H {RP 2.78 

NMJneaOQ^omQsaplens US snRNArassoctet 2.73 

NMJ)01307:Homo sapiens Claudia 7 (CLDN7J 2.78 

Hs.76927:transfocase of outer mhochondr 2.78 

Us.3715&1:ESTs 2.76 

Hg.184523:serina/thraorine kinase 39 lik 2.78 

Hsl5898:2AdiefloytGoAredtic4ase2 t pe 2.77 

Hs,3O1005:htstone H2A-F/Z variant 277 

NM_Ot5937:Komo sapiens CGi-06 protein {L 277 
NMJJ04366:Homo sapiens chtarkfe channel 277 
tfeSKIfcESTs, Highly similar to unknow 2,77 
Hs,l52423:Horty>saptens cDMA: FU21274A 2.77 
NML000576;Homo sapfens IntefiauKn 1, be 277 
NMJX)6978d1oma sapfens zinc finger prate 277 
NfyL02O12£HoniG sapfens B lymphocyte acfl 277 
NhL012162Homo sapiens F-box and leucine 277 
Hff£56OTflraMpecffic bHlH-Zlp transcr 277 
NKLP0412B:Hc^osap^o^eraltranscnp 277 

2,77 

rfe39464 rfc.20464;Homo sapiens cDNA: RJ2346Q fls 277 
Hs.157123 HS.167123:EST$ 277 
Hs.164989 NKL138492HQmo sapiens hypolhefical prol 278 
Hs5&807 Hs^9807:Homo sapiens mRNA; cDNADKFZp31 276 
Hs.279704 H5^79704:riircmatn accessfcJEty cornple 276 
Ms.2271 f^J301955:HorwsBpieitseitdothelin1(EDN 2.76 

Hs.178705 NH_03351&Homo sapiens Mac GAP protein (M 276 
rte^42389 Hs.342389:papddy1prolyl teomerase A (cy 276 
432320 AW411068 Hs^7435l NM_01Grj32Homo sapiens Tine finfiar, DHHC 276 
430450 R23553 Hs.241489 0ccusQn10MP«U>l5913:Homo sapiens hyp oth 276 
433308 MM-014062 Hs.3568 Hs^56ftART-4 protein 275 

431S90 X17033 Hs.27I986 NM_002203:Homo sapiens fntegrin, afpha 2 275 
433389 Z49254 Hs.3254 NM_021134:Homo sapiens m'rtocWrial 275 

448946 AI878932 Hs.317 KM_003286:Homo sapiens topoisomecBso (DN 275 

43220* A&16132 Hs.121693 Hs.121593;Homo sapiens cONAFU13123fls 275 
424438 AA34D724 K&271912 H3.271912Homo sapiens cDNA FLf38890fis 275 
433B62 D8BS60 H&3610 NM_014873i1omo sapfans WAA02U5 gene pro 275 

4170B0 BE392845 H&10G3 H3.10B3smaU nudear ribcmudeoproteJn 275 

428242 H55709 Hs.2250 Hs^250Jeukem!amrrtbltory factor {chol 275 

416186 BE157260 Hs.7S070 NM_002467^omo saptans v^iryc rnyelocytoma 275 
436014 AF261134 Hs.283741 NNL02015B:Hoflio sapiens exosoma component 275 

185 



426459 
413880 
442466 
413478 
413278 
430120 
452875 
417164 
407811 
409836 
447619 
434845 
414862 
443639 
414045 
430512 
432638 
414697 
420665 
428474 
448093 
443343 
416313 
424154 
456950 
432543 
423271 
410S95 
446140 
457757 
420186 
410094 
403B17 
459125 
432705 



He,143638 
Hs .344037 
Hs.181271 
Hs.169S92 
Hs.110915 
Ks.8349 
Hs.75393 
Hs,833 
HS.233G94 
HS.3092B 
Hs.81331 
tia.40090 
Hs.18272 
Ks,19054 
H9325321 
Hs.923 
Hs.9681 
Hs.75722 
Hs.241678 
Hs.278582 
HS.76927 
rk371581 
Hs.184523 
HS.1589B 
HB.3010D5 
Hs,8403B 
Hs.141660 
Ks.306165 
Ks.152423 
fe.126256 
Hs^4794 
HsJ20450 
Hs.12271 
Ha.95697 
Hs.S 



419465 
432886 



414767 



AJ042582 

AF151812 

A1660842 

N77737 

U25849 

BE563085 

AW6752S8 

BE275760 

AA33S283 

AW1 90902 

AA3D5729 

AJ174800 

BE267Q57 

BE621310 

BE269042 

NM^002951 

AF1B2294 

AA340864 

BE266134 

AW469240 

AB023182 

AWB77382 

BB4OO809 

BE244231 

AF026004 

AF111170 

AA552690 

W47225 

AWE29223 

AF148761 

AA434109 

NM_01£325 

BE147897 

AA611363 

A1B79473 

AI440137 

AA489023 

BE159D2B 

NM_M1955 

BE541381 

A1S2964B 

AW411066 

R23553 

MM_014062 

X17033 

Z49254 

AI876932 

A1916132 

AA340724 
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4194B9 AVW11280 Hs.90693 NM-0l34a0:Homo sapiens repHcaSon Inffi 275 

407971 AJ469117 Hs.62918 Ks,6291&CDC91cdltfvlsfon<?^e&1-a 275 

432403 AA550S15 Hs.124840 {Jocus5nk)NM_t3845e:Homo salens hypotti 2.75 

410775 A80144C0 Hs.66196 NML002S28^oiro sapiens lUtientfonudaasg 275 

444197 BE286W7 Hs.10590 MM_018963^arao sapiens zinc finger profe 2.75 

447250 At876909 . Hs.17683 NMJJ02707:Homo sapiens protetn phosphate 2.75 

406806 AW088535 Hs.350108 r^350lQ8:ribasQma] protein, teige, PO 2.75 

411580 AWBOOaB Hs.70877 NMjn$421:rl0i«0 sapiens DKFZP564K2Q62 pro 2.75 

433662 W07162 Hs.1 50826 NM_0203B731onio sapiens RA925, member RAS 2.74 

428235 At631964 Hs.34447 Hs.34447:Hcmo3apfefi3cDNAFU38512fls, 2.74 

413186 AUG77U1 Hs.374548 HB.374548:sotatB(airi^fan3ily1B(mwio 2.74 

419713 AW96805B Hs.923B1 NM_019094:Hamo salens miaTxJruidBOside 274 

410174 AA306007 Hs.584G1 Hs.69461:DKFZP434C245 protein 2.74 

430720 085766 Hs.247838 NM_€02991:Homo solans small Inducible c 274 

429345 R11141 Hs.199695 Hb.1 99895 Jiypolhelicrf protein MAC30 2.74 

452767 AW014195 Hs.61472 H3.61472Honro sapiens, done IMAGE51841 274 

414561 A1D64813 Hs.195155 HsJ95155^utecanlsf Jarnl{y38, memb 273 

423196 M81933 Hs.1&34 HsJ634xeH division cycled 2.73 

421038 AUMD192 Hg.1tH2B2 Hs.1012B2:Hcmo sapiens mRNA; cDNA DKFZp4 273 

444706 AK00O396 . Hs.11747 (twusllnk)NM,0177BB:Horno sapiens chroma 273 

423908 AJD0B422 Hs.1 35183 NNUW6B69:Bornosapfens ceniaurfn, alpha 2,73 

433412 AV653729 Hs.5185 NM.021 199:Homo sapiens suHkfedenyoroge 2.73 

43B485 W57573 Hs£78718 Kfc37B718:Homo sapiens cOMAFU33433fis 273 

452461 N78223 Hs.108106 hfe.lOfll06: U bqid8n^ccntatogPHD 273 

407699 AA825974 H&.32646 NkL024622Homo sapiens hypothefca) prot 2.73 

412258 AA376768 Hs.98125 (tocu 5 Knk)KM_025151:Hamo sapiens Rabco 273 

450256 AA286867 Hs.24724 Hs*24724:Hoino sapiana cDNAFU 391&5fis, 2.72 

443905 A12I5848 Hs.143989 H5.143969:ESTs 2.72 

413274 NM.004893 Hs.75258 NMjXW893:Homo sapiens H2A htetone fem3 2.72 

406885 C02741 Hs.48712 NMJQl7948ifomo sapiens hypottwttcai prot 272 

424685 W21223 Hs.151734 Hs.151734:nuc?ear transport fector 2 2.72 

424692 AA429834 Hs.151791 NMJ014679.-Homo sapiens K1AA0092 gone pra 272 

413762 AW411479 Hs.848 NM_0Q2Ql4ttonuj sapiens FK506 binding pro 272 

418054 NMP02318 H&83354 NMJD02318:Horno sapiens lysyt oxidase- fik 272 

450164 AI239923 Hs.63931 NNUWOTSSHcfnosapfers dachstamd homolog 271 

412115 AK001753 Hs.73239 Hs.73239L'hypo6iBfical protein FIJI 0901 271 

450897 W16741 Hs.351629 HM_0140l7:Hoor»aapien3 HSPC003 protein [ 271 

447349 A075546 BE743347r60l577765F1 NIH_tfGC_9 Homo sap! 271 

445413 M151342 Hs.12677 (k)CUslr^NMjD16077:Horno sapiens CGM4 271 

448826 A15B02S2 Hs.255565 Hs^55565:HomosapanscDMAHJ33892fe 271 

406671 AA129547 Hs.285754 NMJJ0O245itomo sapiens mat proto-oncogen 271 

433S04 NMJH3442 Hs.3439 Hs.3439stomaito<EPB72)-nfce2 271 

441020 W79283 Hs.35962 Hs.35962Homo sapiens mRNA; cDNA DKFZpfiS 270 

458933 Al 638429 Hs.24763 NM_0028B2Horao sapiens RAN binding prole 270 

423747 AJ295745 HsJZ362Q4 Hs.23S2G4:nuctefir pore ecmpfex protein 270 

430462 AJ 534156 H&.105640 Hs.1 Q564fthypothetfcal protein BC007772 270 

439656 AW138241 Hs.160602 Hs.1 Ste&fcHomo sapiens cDNA FU35O0B fis 270 

42S236 AWQ67800 Hs.1 55223 NM_0037l4:Komasapiera atenntealdn 2 ( ' 270 

42D085 AI741009 Hs>W680 Hs^68fchypotftatteal protein RJ20979 270 

448296 BE622756 Hs.10949 Hs.1 0949 :Homo salens cDNA FU14162fts, 270 

430200 BE613337 HsJ234896 Hs^3489B^errdnrn 270 

424306 AW975531 Hs.1 54443 Hs.154443WCM4 mmtchrornosarne mslntenanc 270 

423453 AW450737 Hs.128791 NMJHG93&Homosapfens O3I-09 proteVi (L 270 

421344 AW631030 Hs.103655 0ocus^MM_0l5B73iHonioSBcfensvllBn 270 

446607 AK91065 Hs.155780 Hs.155780£STs 270 

418558 AW0622S6 Hs.86131 Hs.8S131^a3fTTIFRSFU)^ssocte1edviade 2.70 

443835 AKH6371 Hs.9980 NhL006347^omo sapiens peptdyl proUyl I 2.70 

413734 AF234532 Hs^1638 rJMJJ12334cHomo sapiens myosin X (MY01Q), 2.70 

451481 AA30022B H^29586B (toe i^inkJNM_030974; Homo sapiens hypoth 270 

458820 BE552151 Hs.1 081 18 Hs.1 061 t&hypothelfca! protein FU22474 270 

425905 AB032959 Hs^18584 NNL0321 73: Homo sapiens hypolnetfcalprot 269 

406039 H59799 H&42644 Hs.42n44*ioredo)dfMlte 2 269 

431201 AA57B405 Hs^B54 Hs^854:Pvrl oncogene nomobg, MYC cdlv 269 

437897 AA770561 Hs.146170 H3.146170:bypo(twffcal protata FU22969 . 288 

441703 AW390054 Hs.1 9 2843 NhL022145iHorno sapiens Teuclne zipper pr 269 

433916 AW732839 . Hs,3631 NH.001551^omo sapiens rmmitnogtobulEniC 269 

422516 BE258662 Hs.1 17950 NNL0C645ZHorr» sapiens phospboribosybml 269 

416084 L16991 Hs.79008 NM_012145cHorno sapiens deoxytnymUykts 269 

427464 BE262956 Hs, 179232 Hs.176292:protein 04ucosYttransferase 1 2.69 

453876 AW821748 Hs.1 10406 Hs.110406£8Ts 269 

424373 AJ13379B Hs.146218 NMJD14427Jfamo sapiens coplne VII (CPNE7 269 

411619 AI41B609 Ha.71040 NIvL017816:Homo sapiens hypothetical prot 269 

413004 T35801 Hs.75117 Hs.751 17:hiterleiikhi enhancer binding fa 269 

420062 AW4110K Hs.64785 (lodusl3nk}NfyL021809itorno sapiBna TGFB-i 269 

446077 BE251048 Ks.22579 Hsi2579:Homo saptens done CDABP0036 mR 268 

446269 AW263155 Hs.14559 NM_018131:Homosaprenshy|JofteBcaIpfot 268 

428726 NM_016625 Hs.191361 H3.19138l:hyp<jtheticalproternLOC5l319 268 

400263 Hs.75309 NM^C01981:HonK>sa|^seukayolfetransl 268 

421933 R98B81 Hs.1 09655 NM_O05746*tomo sapiens sexcomb on mWlo 268 

417750 A1287720 H&260523 Hs.26fl523:neuroMastoma RASvtral fvHras 268 

429671 BE379335 H 5^1 1594 Hsi1lS94:pioteasflme (prosome, roacropajn 268 

421720 AFI5S096 Hs.107213 Hs.1 0721 3ibrmm binding proteki 3 268 

425601 AW629485 Hs.140720 NM_Ot20B3^om D sapiens frequentTy reatra 268 
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429344 
427719 
40B113 
457313 
413142 
414998 
432391 
446342 
447913 
4i5739 



427477 
421639 
40044* 
416416 
445304 
417601 
444700 
431021 
453157 
453454 
422599 
456246 
427691 
419705 
421254 
422719 
446356 
432435 
433020 
436106 
431127 
425568 
430508 
414761 
412738 
409B93 
421743 
426072 
417557 
409119 
447200 
409214 
4148B3 
433570 



BE281191 

AB035896 

M34996 

AB020643 

R9403B 

A1393122 

TB2427 

AF047002 

M81740 

NM0Q2543 

AT732374 

BE29S665 

AW438602 

AW388633 

AA322936 

AW973119 

BE25Q778 

U11700 

BE613206 

NMJH4735 

NML003645 

AI869664 

AP077036 

AWO52006 

BE387202 

AUJ35786 

AW1&4426 

AW368634 

AK001724 

BE0179B5 

AI816736 

BE2188B6 

AI375726 

AI05O715 

U66618 

AW963118 

AIQ15435 

AU077228 

N34731 

AW2470SO 



447769 
432954 
444855 
428144 
408137 
418703 
446051 
430024 
406122 
420968 
436433 
417129 
410387 
419420 
400298 
412599 
436199 
425031 
442025 
437379 
409703 
419170 
418216 
451926 
413781 
407236 
421405 
429481 
453335 
441126 
417404 
432211 
446766 



BE256602 

K53497 

AA531133 

BE543146 

AW405967 

AA926960 

AI580053 

AW963372 

AW873704 

AF118395 

BE409261 



AI694131 
NNUM4448 
BE048061 
AI80d780 

AW006352 

AW631437 

A1381800 

AF217517 

AA355435 

AA032279 

AU0767B2 

R38946 

X74794 

AW887434 

AL359575 

NMJX36167 

BE0027SB 

AA662240 

AW134519 

J05272 

W79485 

AA251944 

NM.012111 

AW857376 

NMJ000429 

NhO07350 

BE274S30 

AFO8320B 



Hs,1554S2 HsJ55462:MGM6mnk^romosomemaintenanc 26B 

Hs.150587 NMJKQ242dromo sapiens kinssln-ilke 7 (K 268 

Hs.198253 Hs .198253:msjor histocompatibility compl 2.63 

Hs.183006 Hs.183Q06:llteTy homotog of mouse heparJ 2 6B 

Hs.374664 NMJJD5538:Homo sapiens tohlNn, beta C( 2.6fl 

Hs.134726 (toCudtnk)^l45060^Qmo sapiens nypolh 2.68 

Hs.194t01 Hs.194101Homo sapiens cDNA: FU20869fi 268 

Hs.241520 NMJ»5782itofnosapfenstrflnsci^(lonairc 267 

Hs.75212 OocusM)MM_002539:HDrTOsaptensomfth 267 

Hs.77729 NMj0O2543^amQ sapiens oxidised low dens 2.67 

Hb.339827 Hs.339B27:ESTs,WeaWyslmlartojjrotea 2.S7 

Hs,14846 Hs.14846:Homo saptens mRNA; cDNA DKFZpSfi 2,67 

Hs.191179 Ha.191179£STs 2.67 

Hs£682 Hs.6662:sotUtecamBr family 7 ( fca»on 267 

Hs.110039 H5.HG039:ESTfi 267 

Hs.178391 NMJS2l02aHomo sapiens riboaomal protein 2.87 

Hs.106809 NHJJ0e42ftHomo sapiens chaperoiwi conlei 2.67 

267 

Ks*4999 N^OODOSSiBofnDfiBpfensATPaBe.Cu^lran 2.67 

Hs.279607 Hs.279S07:Homo sapiens cDNAFU34399fe 267 

Hs.82292 NM_Of4735:Homo sapiens K1AA0215 gene pro 2.6B 

Hs.11729 NM_00354S:Homo sapiens fatty-ad d-Coenzy 2 66 

Hs,351663 (la»sEnk)MM_003312:HtornosapiBrathk>8ir 2 66 

Hs^lSTO MMUJ1544aHQmoaapienB N1CE-3 protein (« 2.68 

Hs374973 N\L004697:HoiTOfiapJwiBrW4pwnFB»lApra 266 

Hs.1 1B638 Hs/I ia838mon-metastafc cells 1, protej 266 

Hs*82425 Nh4JXJ5717:Komo sapiens acfln rotated pro 266 

H*20726 Hs.20726^m Moderately sfmfarto hyp 266 

Hs.164331 H9.154331:ESTa 2 68 

Hs.102950 NM_0tt1 2frHoino sapiens cod protein gamm 266 

Hs.102558 K&.102558:Homo sapians cONA FU40369 fis 268 

Hs.14896 Hs-14B9B2iiic finger, DHHC domah contei 266 

KL282070 Ks^82070:E8Ts 266 

Hs227152 NM_D16391:hfomosapfens hypothetical prot 265 

H&3331 Ks^33t:E2F transcription factor 5, p130 265 

Hs.250581 Hs250S81 :SWVSMF related. mairk essod 265 

Hs.161784 Hs*161784:ESTs 265 

Hs.104637 hfe.104637^dutecarrEerfamBy 1 (gluta 265 

Ha .7 7256 NM_004456:Horno sapiens enhancer of z*sfe 265 

Hs.74562 NhLC7B480:htomo sapiens fuse-blndkig prat 265 

Hs.57101 Ks^l01:MCM2nVrifchron^rnemrfntenancB 265 

Ws,107614 Ha.107614:DKFZP584«l71 protein 264 

Hs. 182356 N^016292Hamo sapiens heat shock proiel 264 

Hs.83006 NMJJ1 6071 :Homo sapiens iritochondrfal rib 264 

Hs.4253 Hs4253;hypothettcal protein MGC2574 264 

Hs.281434 Hs.2B1434:Horno sapiens cOMA FU31373 fis 264 

Hs.333388 Hs^33388£lmiterto CG3714 gene product 264 

Heh348669 Hs.348669:COC28 protein kinase 1 2 64 

fe1O9007 Hs.109D07;Homosaplens t SlmllartotOCl6 2.64 

KS-2220BB NK.014109*fomo sapiens PRO2000 protefn ( 264 

Hs.320B31 Hs.320B31xhroimsDzrie 20 open reading fra 264 

HS.27BB65 NMJ>1 431 7Jtomo sapiens Iram-prenyHrans 263 

HS.120B4 Hs.120B4:Tu faanslaDon elongaoon fado 203 

Hs.182625 Hs.1B2G25^AMP (veslde^ssocfalad membr 263 

Hs.29002 Ha.2BQ023«AAl706protoln 263 

Hs.87435 Hs>8743&Rfio guanine exchanga factor (GE 2.63 

H837064 Hs.37054:eprrt1rh« 2.63 

HsJOTSO NfyL00021(»fomo sapiens IntegrHtfpha 6 2.B3 

263 

Hs.159643 Hs.159643:ESTs» Weafdy simSIar {□ putatl 263 

HS.61B4 (lQcusnnkJNM>0l6397:Homo sapiens 7H1-K 263 

Hs.300684 Ks3Q0684xalc2ioi)iii gene-refated papUd 263 

Hs.63042 ^01 B467:Homo sapiens DKFZp564J157 prot 263 

Hs.30724 (tocusi[tik)NMJ)01516:Horno sapiens genera 263 

Hs.61635 Hs^1635atx transmembrane epWiellal an 263 

Ha.248267 (loousfr*}WrvL021126:Homoc^ansme«ap 263 

Ks/127951 Hs.12795l:Bomo saptens cONA FU14503 fis 263 

Hs.154443 Hs.154443:MCM4 rrirfchrornosorna mafntenarK; 263 

Hs.1 1810 NALO32025 : Homo sapiens COA11 protein (CD 262 

Ks. 23765 H3^376Bcmambrana metato-endopeptidase- 262 

Hs.56009 Hs^009:Z-5 , -ongoadenylBta synthase 262 

H^287B50 NMJ502219cHomo sapiens Integral membrane 262 

HS283Q99 Hs.283099AFl5qH proton 262 

Hs^61 25 {TocusRi«}KM-025l51:Homos8pians Rabco 282 

H&850 {IocusIEnI(}NM_000BB3:Homo sapiens IrVFtf 282 

Hs.1 73S60 Hs.173980:nuclear matrix protein NMP200 262 

Hs.1 04058 NBOt5957'JHomo sapiens OGt-28 prote* (L 2.62 

Hs.204041 MM,012t11:Homo sapiens chromosome 14 ope 2.62 

H&169238 NMJD0Dl49!Homo sapiens fucosyttransferas 262 

He^23715 ^usIWOr^OO^Homosaprens methb 262 

Hs.62101 (focusl^)^«}7350:Hcmo8apfBnB pteoks 262 

H&273333 Hs.273333:hypolhefcai protein FU109B6 262 

H5.16178 KWLW2138Hcmo sapiens apopfcafe antegon 262 
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412123 
4S412B 
433037 
414438 
41622* 
443S98 
410007 
412715 
449864 
448825 
452835 
410686 
411400 
429770 
425983 
430237 
419607 
419508 
45325B 
457234 
420911 
419476 
438533 
421699 
452220 
439143 



451110 
44G291 
411125 



442990 
424197 
445580 
410219 
436415 
441153 
410570 
430594 
410315 
443303 
425725 
449019 
410442 
456629 
454417 
416330 
437712 
423750 
412641 
406180 
416297 
418803 
447532 
420309 
447416 
424142 
428342 
427254 
458778 
425669 
452700 
427676 
444656 
425206 
416412 
427648 
419193 
409564 
431910 
413010 
452264 
419423 
425221 
437623 
444184 
416650 
425368 
420614 
427876 
419B62 
416432 



AW248364 Hs.5409 [locuslin1gNMJQ04875:Homa ssptens RNA po 2.62 

BE251328 Hs.73291 NMJ18256:Homo sapiens WD repeat domain £62 

AL031259 Hs.367900 Hs^Tmpragramirfid ce« death 2 261 

NMJJ14158 Hs.279938 NMJ)14l58:Homa sapiens HSPC057 protarn ( 261 

AI879277 Hs.76136 {toousM^KL003329;Homo salens thlore 261 

BE513171 Hs.79086 <k^gfDnlc)MMJ07208:HDmo3apians nitoch 2.61 

AW804296 rfe.9950 NM_014302^onx> sapiens Sec61 gamma (SEC6 261 

AW95D887 Hsj57B13 NMJM 4596:Komo sapiens zinc ribbon domai 261 

NMJWQ947 Hs.74519 NkL00a947:HomosaplBns prfmase, polypept 261 

BE276366 Ks.11 1429 Nfl<_0324B6:Homo sapiens dynarim 4 (MGC32 261 

AW970786 Hs.178470 NM_024829:HDn» sapiens hypotheHcal prot 2.81 

AK001269 Ha.30738 NMJH80B7:Homo sapiens hypotheficsJ ptot 261 

A1733735 Hs.114905 NWL033266^omo sapiens ER to nucleus a'g 260 

AA311919 Hs.69851 NM_M8983:Homo sapiens nucteoJar protem 260 

A1766047 Hs.99736 Hs.99mhypo1ne6cal protein MGC39350 260 

AK00O226 Hs.165619 Nhfij031 265:Homo sapiens mucin and cadhari 260 

AJ272144 Hs.236522 Hs,236522DKF^434Pt06 prolefn 2.60 

R52557 Ks.91579 NWL03341 6:Homo sapiens similar to HYP0TH 260 

AW997936 H3.9D786 NI4jM3786;Homo sapiens ATWmdliig cassa 260 

AW293134 Hs.32597 N^005977:Homo sapiens rfog finger prate 260 

AW86B36D Hb.14355 Hs.14355:HornosaprenscDNAFU13207fls I 260 

U77413 Hs.100293 Hs.1 00293 :0-fcited rtotfylgliftsamtae ( 260 

U38945 Hs.1174 N^000077:Homo sapiens cydfawJependenl 260 

AM40266 Hs.170673 NM_138969:Homc sapiens retinal short cha 260 

AL161994 Hs.107003 N^0211 78:Homo sapiens enhancer of liivaa 260 

BE1580C6 Hs.212296 Hs,2l2296:ESTs 2.60 

AA3722B0 Hs.178576 (tocusfiiigNfA_03aB77:Homo sapiens eaten! 260 

AU077146 Hs^e927 (lociiBlnk)NWJ)0e644:Homo saptens haals 259 

A1955040 rte.2B5398 Hs,265396^STs p Moderately sWIar to hy 259 

BE3977S3 Hs.14623 HsJ4S23MerferoJi. gaiYna^nduable pro 259 

AA151647 Ha.6B877 Hs,oW7.Tytocnrarne b-245, alpha pofypep 259 

NM.004182 Hs.172791 NMJQ04182Homo sapiens ublquftousl^expr 259 

AA197226 Hs.19347 N&l.Q32351:Homo sapiens mKochondriatflb 259 

AF096834 H 8.1 42939 N 015982: Homo sapiens genu cell spedfi 259 

AF167572 Hs.12912 H^S109^omo sapiens SKB1 hornok)g(S. 259 

T98226 Hs.171952 Hs.17l952Mccludln 259 

BE265254 Ks.343258 NMJW6191:Hcmosapfens piollferaton^BS 259 

BE562826 BE962826:601336534F1 N1H _MGC_44 Homo sap 259 

AH33096 Hs.64593 N^006356:Homo sapiens ATP synthase, H+ 258 

AK000790 Hs.246665 NNUH 79 58 :Ha mo sapiens hypolhefical prot 2.58 

AI63BB71 Hs.378965 Hs.37896&Bomo sapiens cDMA FU37658fc 258 

U67319 Hs.9216 NR4JD33S40:Hamo sapiens caspase 7, apopta 258 

NMJH2243 Hs.159322 (kx^fak)NNUH2243:Homo saptens solute 258 

AI949095 H 5,67778 Hs.67776iHomo sapiens, clone IMAGE^4556 258 

X73424 Hs.63788 H&.6378Q^)ropicnyi Coenzyme A cartxwytas 258 

AW891965 H&367942 Hs^67942:Homo sapiens, done 1MAGE:4701 256 

AE44459 Hs.110826 rfe.t10a26:^ucleotia^repe^ctml3lnln 258 

AU077101 Hs.79222 Hs.79222gala c tostfase t bsta 1 258 

X04588 Hs.B5B44 Ha.65B44aieuiotrcphlc lynoslne kinase, r 258 

AFI658B3 Hs.298229 NM_0 12394: Homo sapiens prafoldln 2 {PFDN 256 

M16660 Hs.74335 HsJ4335:heat shock 90kD prolan 1, beta 258 

256 

AA157634 Hs.79172 Hs.79l7230lute carrier family 25 (mitoc 258 

U50079 Hs.88556 NMJXM964^cmoaapiens hlstore deaoatyia 268 

AK000614 Hs.18791 N^017B99*foTno sapiens hypoflrefical prat 257 

AW43637 tk2176fi Hs^1766:ESTs 1 Weakly steifer b hypothe 257 

AA063074 Hsd8552 t^18552:E2IG2 protein 257 

AI678727 Hs.3789?0 Hs578970iloniosapferecONAFlJK1021is 257 

AI79916B Hs3492B3 Hs349263:Homo sapiens cDNAFU31753fls 257 

AL121523 rta.97774 Hs.97774;ESTs 257 

AW451034 Hs.326525 NMJXH 669: Homo sapiens aiybuhaiase D [ 257 

W16460 rte.24283 Hs.24283;Kamos&pians cDNA FU25852C8, 257 

AI859390 Hs.288940 NM_021259jHomo sapiens transmerrnxane pro 257 

BE267756 Hs.180312 NfOl6065;HonxJsapleTOn^Kmondrialrtb 257 

AI277924 H 5.145199 Ha.145l99:ESTs I We^ s ^artohyiwUi 257 

NAL002153 Hs.155109 NrjL002153:Homo saplerw hyiJroxysterokl (1 257 

NMJD14742 Hs.79305 HsJ9305:K!AA0255 gene product 2.56 

AI37B722 Hs.1800B2 rfe.180062protessoma(fH^me l maoropain 256 

D29643 H&34789 NM_005216^cmo sapiens dolchykflphosph 2 56 

AW368226 Hs.67928 Hs.67926JESTs * 256 

AND00142 Hs.101774 H3.101774±ypofliQBcal protein RJ23045 256 

AA393273 Hs.75133 NNL003201:Homi psplens trsracripffon lac 255 

AU077013 Hs,28757 Hs.28757*anBmembrane 9 superfamlly mem 256 

D2646B Hs. 90315 Hs,903iaWAAD007 protein * 258 

AV649864 Hs.1 55188 NMJI0564ZHomo sapiens TAF7 RMA polymera 2.56 

D63880 Hs.5719 NM^014865:Homo sapiens chromosome condsn 256 

T87B41 HIL282990 ttocustnk)NM_D33550:Homo e^eiis enromo 256 

BE386750 H&86976 Hs^6978:praly1 endopeplkiase 256 

AB014595 Hs.15^78 {kK^^k)r^Q0358ftHomo sapiens cdlm 256 

AU10291 Hs.99364 Hs^9364:ahhydralese domain contalnpia 1 256 

AM94291 Ks.369171 H&369171:E6Ts 256 

6E550964 Hs.89399 NM_M5176:rfarnosapians ATP synthase,^ 256 

BE391767 Hs.79322 {kxuJ5lhiK)NM_OD5051^omo sapiens duta 255 
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458814 
446153 
454003 
411950 
457400 
426410 
402829 
425843 
400995 
452945 
417144 
422192 
424755 
410012 
431236 
449042 
420281 
418881 
406626 
421612 
446715 
431183 
407722 
427368 
426268 
409632 
442875 
456031 
442432 
437741 
44B775 
414368 
432876 
431731 
425994 



AI498957 Hs .351 937 Hs.351937:ribosomal protein, targe P2 

Y1O805 Hs.20521 NMJ501536:Homo sapiens HMT1 hnRNP methyl 

M05Q944 Hs.1 16602 Hs.t16602liypQ(ttietfca3 protein BCGQ91 16 

T26407 Hs.81564 NMJ502619:Homofiapienapl3tetelfector4 

AF032906 Hs. 252549 NM_«I1336:Homo sapiens cathepsin 2 (CTSZ 

BE29B446 Ks,30SB90 NMJ3B57a:Homo sapiens BCL2-like 1 {BCL2 

BE313280 Hs.159627 NM_004632:Homo sapiens death associated 



444232 
435655 
417686 
417933 
426612 
452313 
438317 
409299 



412525 
424291 
427561 
4149B7 
434274 
4002B2 
425322 
453344 
449915 
417691 
439012 
434031 
411678 
442315 
447140 
422385 
433517 
450230 
432866 
433001 
440773 
440667 
422813 
424259 
436075 
453204 
453665 



433271 
431770 
444019 



AWS78187 

AA382104 

AA305159 

AB033094 

AW01SB32 

AV656840 

AW294965 

A1623693 

AA287786 

AW277078 

AF161254 

A1337735 

NMJ306855 

BE252241 

BE041451 

AF083420 

W74001 

BE6230Q3 

AA335996 

BE093569 

BE561810 

AB02S237 

W70171 

AW248272 

BE266322 

AK000207 

BE410233 

W56010 

AW105663 

AA769155 

X023O8 

AF105355 

Y00486 

AA826401 

AAO45650 

AJB05664 

AA581439 

AL120051 

NM.014788 

AA524394 

AA628539 

U63630 

BE349075 

KM.004529 

AU07661Q 

BE383814 

AW968941 

AB07114 

AA173992 

AF07O537 

BE543407 

AW022133 

AW016607 

BE395S76 

AF217513 

AA352702 

AL13B461 

AVG56571 

AKD01776 

BE090176 

R10799 

AA626250 

NM.016658 



404826 
429669 
434474 
424482 
450422 
440214 



BE221680 
BE173977 
AI767756 



Hs.79103 

HS31337 

Hs.1 13019 

Hs.152925 

Hs^789a 

Hs^85115 

H&30715 

Ks.323494 

Hs.23449 

Hs.181165 

Hs.106196 

Hs.173919 

Hs.250696 

Hs.38041 

HS.177507 

Hs.168913 

Hs.23625 

Hs.36S907 

Hs.38178 

Hs.5809 

Hs.388 

Hs.75939 

Ha379652 

Hs^11374 

Hs.165803 

Hs.13501 

Hs.347297 

Hs.6947 

Hs.235498 

HS.829G2 

Hs.172613 

H6.28914 

rfe,122393 

Hs.53125 

Hs.31731 

Hs.152328 

Hs.144700 

Hs.179703 

Hs394022 

Hs£7783 

rfc.289101 

Hs.155637 

Hs.44571 

Hs.404 

Hs.82399 

Hs.6456 

Hs.186254 

Hs.71465 

Hs7356 

Hs.17481 

Hs.1 15923 

Hs.1 89838 

Hs.201582 

H5J279609 

Hs£799Q5 

Hs\37747 

K&323084 

Hs.121066 

Hs.143954 

Hs.179902 

Hs.191990 

Ha.326184 

H!h274411 

Hs.14317 

HsJ266555 

Ks.10098 

Hs.82302 



BE185499 Hs.2471 

AL042936 Hs.211571 

BE268621 Hs J 49155 

AA743525 Hs.60300 

AA24711B Hs.7049 



NM_Q30579-Jicmo salens cytochrome b5 out 
Hs.8l337Jacb"n, p^actosfde-Wntf ng, so 
NM_015931:Hcmo sapterrs fls4a5 (LOC51066) 
Hs.1S2925:KlAA1268 protein 
(kxugM)NMJ)1 781 9:Homo sapiens hypolh 
NM_P0l560:Homo sapiens viterMin 13 re 
Hs.307l5:polassfom voltage-gated channel 
0DGu&llnk)NhLOl7964:Honiofiaprens hypolh 
Hs,23449;Min receptor tyrosine Wnas 
Hs.181165:eufceryofti translation elongat 
(toe usltnkJNM_016579: Homo sqptens 8D6 an 
Hs,173919:ESTs, Weakly s&rtlarto neuron 
HM_0D6855cHamo sapiens KOEL (Lys-Asp-Gtu 
NMJ3036B1:Homo sepfens pyridoxal (pyrido 
Hs.177507AypotheBcal protein HSPC155 
NM_003 576: Homo sapiens soine/throon iib 
NMJM2639:Homo sapiens serine (orcysteJ 
Hs.23625:Hgrno septan* stone TCCCTAO01 42 
Hs.3559d7:E8Ts, Weakly similar to protei 
NMJ024629:Homo sapiens hypothetical pro! 
NM_020470;Homo sapiens putative transmem 
MM_002452^omo sapiens nudix (nucteasttB 
NPuLOl2474:Homo sapiens uridine monopbosp 
NM_015956:Horno sapiens mitochondrial rib 
0ocu9rfl*)NA4_145TOt;Homo sapiens bypoth 
NMJM7708:Homo sapiens hypothetical prat 
(!acuslintyNMJD14303:Honia sapiens pescad 
pmoslm)c}NM_013397:Honu> sapiens over-e 
(tociidin]()KM_014159:Hcmo sapiens Huutfn 
Hs235498:hypo1hetica! protein FLI14076 
MM_001071dHomo sapiens Uiyrntdylatesynth 
NM_0Q659BuHomo sapiens solute canter fa 
Hs.28914»denine ptiosphoribosyHrensfara 
Hs.1223S3;ESTs 

NM_C04597:Hwno sapiens small nuclear rib 
{roci£link)NM_012094:Homoaapere psrad 
Hs.152326:ESTs 

NM_00442fcHoiTO salens ephr!n-B1 (EFNB1) 
Nty_01478ftHamo sapiens tripartite motif- 
Nftl_032865iform sapiens hypotheCcal prof 
H&57783^ukaryorlc transition IriffiaJJ 
NMJ305313tHofno sapiens glucose regulated 
NM_OD6904:Homo sapiens protein kinase, D 
Hb/44571:ESTb 

NMJ)04529;Homo sapiens myeloklflyrnphold 
NNUW7357:Homo sapiens component of ofig 
HM.006666;Hgmo sapiens Ruv&Jke 2{Ec 
Hs.1 86254dikery ortholog of rat vacuole 
NfcL003t29:Homo sapiens squeJene epoxMas 
Hs,7S56;EST8 

NfcL1383St:Homo sapiens hypothefcal prot 
(locuB!W<)NFAj0t)6638:Homo sapiens tfconu 
Ha.lB9B38:ESTB 
Hs.201582:ESTs 

NM-014342:Homo sapiens mtochondnat car 
NM_rj1&359-Homo sapiens nudedar protein 
NMJ22767*iorno sapans hyprtheffcal prot 
OocuBlnk)NMJJ31209:Horno sapiens tRNAfl 
(lows?n)^NMJ)03270:Hamo sapiens tmnsm 
(Tocirsnnk)N W,Ot8270:Hrono sapiens chroma 
NM_08C54S:Hcjuo sapiens CDw92 an%en {CD 
H5.l91930:ESTs 

HSu326184:Homo sapiens nuclear protein p 
NM_016558iiorftO sapiens SCAN domain conta 
NM_Q10648:Homo sapiens nucleolar protein 
NM_Pl2255:Komo sapiens 5-3 excribonucl 
NMJH9Qa^Hbroo sapiens putative nudeola 
{focnBlliU(3NM_147l74:rfanw sapiens hepara 

NMjD14878:HcnnQ sapiens K1AA0020 gene pro 
(k)<ajalhk}MM_00^333:Homosaj)J8rBhcjlr^ 
(kJ03slink)NM_003374:Homo saprsns voltag 
NM_033414^omo sapiens hypoBietical prot 
(!DcudinV)rSM_0163B6:Homo sapto hypoth 



2JE& 
2JSS 
2^5 
2.65 
2.55 
2.55 
Z55 
2.55 
255 
Z55 
155 
2J55 
2.65 
2.55 
Z56 
Z55 
255 
2.S5 
2.55 
2.54 
Z54 

Z54 
Z54 
Z54 
2.54 
2.54 
2.54 
2.54 
2.54 
2.54 
254 
2.53 
Z53 
Z53 
2.53 
2.53 
2.$3 
Z53 
253 
Z53 
2^3 
Z63 
2.53 
2.53 
2.53 
2.53 
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253 
253 
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253 
263 
2.S3 
2.52 
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252 
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252 
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42116B 
435750 
452101 
436043 
424909 
435677 
406393 
452018 
409591 
421937 
416293 
421532 
434584 
426109 
426053 
432642 
452330 
429023 
400075 



AF1 82277 Hs.33078O 

ABO29012 Hs.4990 

T6029B Hs.10844 

AW963838 H&.1G8830 

S78187 Hs.153752 

AA694U2 Hs.6685 



422244 
410723 
435496 
425159 



446391 



AWI02S41 

AA532963 

AI878857 

BE244454 

AW1382Q7 

D57341 

AW732918 

U6B105 

BE297635 

A1864142 

NML00Q312 

NM_002692 

YG8890 

AA100S83 

AW840171 

NMJJD4341 

AF07B8S9 

H71025 



Hs.211265 

Hs.9100 

Hs.109706 

He.79162 

rfc.146170 

Hs.188361 

Hs.182490 

Hs.172182 

Hs.29288 
Hs3351 

Hs.99185 

Hb.1 13503 

Ha.372108 

Hs.265398 

Hs.15486B 

HsJ6347 

Hs.21075 



Hs.33O760xytodirame P450, subfamily IIB 
Hs.4990:KlAA10B9protan 
WP^_052972:Homo sapiens Isuci'iie^fdi aJph 
Hs.16B830:Homo sapiens cDMAFU12136fis 
(TocuslintONM J)04358:Homo sapiens cell d 
Hs£685ihyrofd hormone receptor Interac 

Hs.211265:ESTs 

Hs.9100:rrypothetlcaJ gene supported by A 
NMJ>16t8&Horrc> sapiens hematologic^ and 
Hs.70162structurai specie recognition 
Nh4JQ22B42:Homo sapiens hypothericaJ prot 
Hs.188361 :Homo sapiens cONA FU12607 ffe 
Hs.18249QJeuclne-rfch PPRmofifoonlaki 
HML0Q2568:Homo sapiens poly (A) binding p 
NM_004134:Honio sapiens heal shock 70kD p 
(lo«j6]lnk}NM_02279ftHbmo sapiens endo-b 
NMJM031 2Homo sapiens protein C (InacB 

NM_002B92:Homo sapiens polymerase (DMA d 
NMJK)2271:Homo sapiens karyopherln (Impo 
Hs^72t08:ESTs 

Ns.265398:ESTs, Moderately similar to hy 
NM^004341^omo sapiens caroaraoyl-phospha 
Nl^_013341:HQmosapiens hypothetical prot 
NMjQ16328:Homo sapiens GTF2I repeat dome 



2.51 
251 
251 
2.51 
2.51 
251 
251 
151 
251 
251 
2.51 
2.50 
250 
250 
250 
250 
250 
250 
2.60 
2.50 
250 
250 
250 
250 
250 
250 



TABLE 106 



Pfcey: Unique Eos probeset Identifier number 
CAT number Gene duster number 
Accession: Genbank accession numbers 



Ptey 

406685 
434414 



432407 



CAT Number Accession 



0_0 

35978J 



MH1429_12 



M18728 

f™?* f®™l^®* 7 BF«2«3 AI267168 BF876178 BG999253 AW861851 AW85B3B2 AI817548 BF771300 AA1 13328 AA223422 
nS^L^ 1 333 BED734Z4 BEM2245 H58571 }m ™ BF *«55B BFB71054 BE0OI132 BF826B31 

BG036575 BF772005 BF771B66 BG9&0386 BC3960381 NMJ0Q5712 AF110315 BE074534 BE182776 BE158000 BE 157399 HF711315 AWRifrtn* 

5f25XS fj™? 64 BF739224BG988155AK0O7263 BI861466AA663341 AA457591 BG949294AW392886 AA0711^M2^» 

SS 59570 ? F ™ fl6 AL041695 BF9590t3 mm C16859 BF77W11 BF77129BATO75321 L1 3823 aS MBF771 

BE537068Cl8935Ml557l9BF771172BI769107BFB04964A^l8l72AWat8143AW392ra 
Anmo AW861687 AW821826 BI055726 BF242643 AA2D7lB9Br77O4t2BF77lt57BG4300a0 AA055592 

406706 0JD AI282759 
459306 223120.-4 AW578452 

447349 1063443J BE743047AW8O96O3BM469626AJ375546 
441153 254480^3 BE562826 BE378727 

TABLE 10C 

Ploy: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers In lhfs column are Gentenk Identifier (G1) numbers. 'Dunham L a refers to the pubflcafbn enfified -The DNA - 

sequence of human rjhramosorne 22' Dunham I et al„ Nature (1999) 40248*495. 
Strand: Indicates DMA strand Irom which exooa were predicted. 
NLposlHon: Indicates nucleotide positions of predicted exons. 

NLposffion 

12817-13000 
63448-63554 
64338-64517 

33374-33675,33769-34008 
8615-9103 
109532-110226 
173043.173564 
56039-58149 
73126-73623 

68294-66438,66936^7124 
157315-157950 
145949-146227 
81750-81901 

110411-110716.11117^111640 
61850-61995 
26009-26178 

2888-3001,31964532.36554117 
199214-199579.199672-19992&20026220049 
11088M11O2D 

53526-5362Bl55765-5592D,5753fc57757 
80014-80401,80593-81125 



Pkey 


Ref 


Strand 


404519 


6152000 


Rub 


406399 


9256288 


Minus 


403220 


7630989 


Plus 


404661 


9797073 


Plus 


402496 


9797769 


Minus 


403055 


8748904 


Minus 


400965 


7770576 


Minus 


403218 


7630960 


Pfea 


401866 


8018106 


Plus 


403221 


7630069 


Plus 


401519 


6649315 


Plus 


405451 


7622517 


Minus 


403532 


8076842 


Minus 


402944 


9368423 


Plus 


403219 


7630969 


Plus 


403381 


9438267 


Minus 


403485 


99G6528 


Pus 


405484 


5922025 


Plus 


404684 


9797403 


Mtrms 


402474 


7547175 


Minus 


405506 


6466489 


Plus 


403739 


7630BB2 


Plus 
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4C6545 


7711510 


Phis 


401405 


7768126 


Mfnus 


40G750 


6118067 


Plus 


401179 


9430647 


Pius 


400529 


9756988 


Plus 


Amu 


8962065 


Plus 


400446 


9887687 


Minus 


406122 


9144087 


Minus 


4061 BO 


7283201 


Minus 


402329 


8918414 


Plus 


400935 


9099094 


Plus 


404826 


6572184 


Plus 


406363 


9256114 


Plus 



145662-1 457B1,147854-147S84.14B098-t4824 

69276-69452,69543-69958 

196991-199168,199316-199546 

113477-113893 

138232-138423 

110297-111052 

177372-177674 

30940-31386 

3B923-39107 

101532-101852,102006-102263 

141186-141601 

4772648046 

14403-14602,17000-17147,17241-17368 



SSfJ ab0 ^, 95a Bwiesjjp^egiiatedln colon cancer compared to normal adult tissues exdirtfrig norvmaHgnani cofan tissues {whole colon and colon epfihelum) that are 

My^x^Hu03 GeneChlp® array as tolbws: (he r*5o of 'average* colon to -average normaf adult issues was greater ten or equd to 3,0, Ihe ^Je^ool™ |«ei w~ *»t in 
the^percer^va^ 

^il 8 T* 9 ^ ^ m Wta*br *n* » * betag modutetebfe by small molecules, glides, S££^ K£? 

958 genes up-regulated In colon cancer compared to norma! adult tissues excluding non-maJlgnanl colon 



TABLE 11A: 



Pfcey: Unique Eos probeseildenfifer number 

ExAccn: Exemplar Accession number, Genbank 

UnpgenelD; Unlgene number 

UnJgene TifaUnlgene gens title 

R1: Kab'oof uimorto normal aduft flssues 



(wliofe colon and colon epithBSum) 



Pkey 


ExAccn 




436749 


AA5S489D 




406690 


M29540 


rV>.r rllJZj 


407242 


M18728 




406685 


M18728 




431912 


41660552 


Hs.356183 


428934 


AF039401 


Hs.194659 


408667 


H12523 




437935 


AW939591 


Ks.5940 


448787 


U67167 


Ks.315 


423541 


AA296922 


Hs.129778 


421341 


AJ243212 


Hs,374281 


4143B6 


XD0442 


Hs.75990 


416768 


AA383733 


Hs.1032 


422578 


AF239G66 


Hs.1545 


441031 


ASH0684 


H3.7B46 


421582 


AB10275 


Hs.350470 


407243 


AA058357 


Hs.74486 


422260 


AA315993 


HJL105484 


432542 


AW083920 


Hs.16098 


424212 


NMJ005814 


Hs.143131 


418888 


AD 076801 


Hs.89436 


453863 


X02544 


Hs.572 


413719 


BE4395B0 


Hs.76498 


436217 


T63925 


Ks.107 


421100 


AW351839 


Ks.124660 


409153 


W03754 


K3.60B13 


452316 


AA298484 


Hs.61265 


406399 






414463 


T69078 


H9.76177 


421964 


X73079 


rk288579 


407007 


U229B1 


Hs.184411 


423673 


BE003054 


Hs.1695 


447400 


AK000322 


Hs.18457 


450685 


L15533 


Hs423 


427583 


MB2962 


Hs.179704 


416007 


M13509 


Hs.83169 


406741 


AA0583S7 


HS74466 


422424 


A1186431 


H5J29S638 


423371 


AU07661B 


Hs.1650 


452304 


AA0253B6 


Hs.61311 


422106 


D84239 


Ks.111732 


430569 


AF241254 


Hs.178098 


4066B7 


M31128 


H3.352054 


428355 


BE256452 


Hs.2257 


422281 


M36803 


Vk 346935 


413585 


A1133482 


Hs.75431 


422664 


AA315933 


Hs.120879 


417931 


W95642 


H&82961 



UntganeTrae 

NM_006149flomo sapiens tecSn, gdadosl 
{locus!nk)NM w 004383:Homo sapiens carcln 
<locusIn^NM_002483Jiomo sapiens carrin 
0cdJslnV)NFOO2483:Hcrrio sapfens carcln 
rte£56183£STs, Weakly slmlar to S3B4J1 
NMJ301 2B5:Homo sapiens chloride channel 

NhL033049:Komo sapiens mucin 13, epithet 
NM_002457:Komo sapiens mucin 2, intesfln 
NM-914471:Horno sapiens serine protease i 
MM_007329;Homa salens deleted In malign 
NF^005143:Horru>sapoens haptoglobin (KPJ, 
NMJ»6507:Homo sapiens regenerating Isfe 
NM_O018O4:Honw sapiens caudal type homeo 
NKL006141ilonioaappensO]rtriogen, B bet 
NfO0322&HairK) sapiens IrefaB factor 1 
<lccusln{4NM-00689(kHbmo sapiens card™ 
NM_032044:Homo sapiens regenerafing gene 
r^M,020384:Momo sapiens cfaudbi 2 (CLDN2) 
MP005814:Homo sapiens glycoprotein A33 
NM.004Q63:Homo sapfens cadharin 17, U c 
Hs372»rQsomucold 1 
NMJ504591:Hcrrio sapiens smal hducfbte c 
NMJJ04467:Horno sapiens fibriiujgen-IBoe 1 
Hs/l246fiO:EST3. Moderately slmflar to 21 
NM^017625,Homo sapiens IntetecSh (TTLN) 
NM_13B805:Homo sapiens f ami/ with seque 

NKU»1633itamoaapiens dpha-l-mfcraglob 
NM,002644^omo sapiens polymeric immimog 
NM_DD0477Womo sapiens albumta (ALB), mR 
KM-002426tHomo sapiens matrix mettttopro 
NMJ>1?763:Homo sapiens ftypomeHcat pit* 
NM_13893B:Homo sapiens pancreaHfls-asso 
NMJ305588:Hcmo sapiens meprin A. e!plia ( 
NMJD02421:Hcmo sapiens matrix metallopro 
Ootaalmk)NN(_OOS890^amosapfens can* 
Hs.29683B:prostat8 (SferenfiaOon tacto 
NPO001 1 1:Homo sapiens solute earner m 
H9^I311:ESTs> WeeWy similar b 310690 
NMJD0389aHonu>saptena IgG Fc binding pr 
NM_Q21804Horno sapiens angnJtensfei t con 
Ks^52054:pR3gTOncy specific bete-l-glyc 
H&iL000638^omo sapiens vitronectin {sera 
MM_0M613^lon» sapiens hemopexln{HPX) t 
NM_0EX)509^oino sapiens Sbrfnogen^ ganma 
rte,120B79Homo sapiens, clone MGC32871 
Hs^2981:Homo sapteos. ctane MGC22586 1 



R1 

37.1B 

31,24 

24.81 

20.54 

20.36 

20.13 

19.89 

19.68 

19j55 

18^3 

17/7 

17^7 

1&99 

15.15 

15.02 

14.23 

14.12 

13.64 

13.48 

1343 

U20 

13.06 

12£8 

1134 

11.72 

11.72 

1149 

11,25 

11.18 

11.12 

1101 

10.70 

10.69 

10.57 

1048 

10.39 

10,20 

10.19 

9,91 

9,72 

a7o 
ass 

9.52 

a4? 

941 
9.39 
9.31 
9.30 
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422487 

413936 

424687 

420344 

446921 

42B470 

4S2554 

422310 

421907 

424326 

435533 

413881 

443426 

436972 

430677 

409632 

423803 

430272 

451035 

422330 

425976 

411825 

451817 

410418 

418318 

414617 

447342 

452194 

414516 

417491 

423445 

403220 

415992 

449722 

414798 

416214 

411975 

422511 

408983 

431301 

428970 

424273 

431657 

431330 

42S983 

408243 

428187 

408704 

428753 

426227 

419354 

414987 

422527 

407786 

414809 



AJD10901 
AH13676 
J05070 
BE463721 
AB012113 
AC0023O1 
AU076405 
AA316622 
BE018556 
NMJ14479 
AB011540 
L0D190 

AA284679 
Z26317 
W74001 
NM_0O5709 
X04898 
AU076785 
030783 
C75094 
AK000334 
AW391351 
D31382 
U47732 



AI199288 
AT694413 
Y13709 
AW376842 
NMJM4324 

005837 
BE280074 
AJ286323 
AI445236 
AT916058 
AU076442 
NMJJ00492 
AA502384 
BE276891 
W4O460 
AJ345227 
X69532 
AKD0O226 
Y00767 
AJ6873C3 
AA056B36 
AW939252 
U670S9 
M62839 
AA5Z4394 



432179 
443957 
426174 
430135 
420542 
409453 
408482 
444161 
444381 
421408 
430204 
443991 
428874 
408808 
411142 
452281 
412115 
421379 
433083 
403218 
412104 
44S027 
429345 
414753 
415000 



AA687538 
AJ4346S9 
U31519 
X7E208 
AA521049 
AA547959 
MMJKXKJ35 
MKL000505 
AI68551G 
NHLO0OB76 
AW972917 
BE367335 
A1680223 
AA618335 
NM_002250 
W32133 



432978 



1ML014256 

TB35O0 

AK001763 

Y15221 

AUM27B9 

AW205197 

AJ271216 

R11141 

AF15B255 

A WO 25529 

NM.0021S3 

AF126743 



Hfi.193267 
Hs.2976B1 
Hs.151738 
Hs.97101 
Hs.16530 
Hs.184907 
H8.299B1 
H3.98370 
hte.109358 
Hs.145296 
Hs.4&30 
fe.75599 
Hs.9329 
Hs^5640 
Hs^59784 
Hs.55279 
Hs.132945 
H^237658 
Hs.430 
Hs.1 15263 
Hs.334514 
Hs.352415 
Hs.50820 
Hs.63325 
Hsj84072 
Hs.288817 
Hs.19322 
Hs.373599 
Hs.77399 
Hs.1085 
Hs.128749 

H8.145B07 
Hs.23960 
Hs.97411 
Hs.125124 
Hs.144583 
Hs.117938 
Hs.663 
Hs.151529 
Hs.194891 
Hs.144442 
Hs.105446 
H8.2777 
Ks.165619 
Hs.624 
Hs.285529 
*fc,5366 
Hs.192927 
Ks.154299 
Hs.1252 
H3J294022 
Hs.118787 
Hs3B972 
He.77366 
Hs.1872 
H3J2913 
H&353Q13 
Hs.115838 
H4234234 
Hs.1321 
Hs3S612 
H&45743 
Hs.128749 
H&283713 
H»3109B 
Hs.356664 
Hs.10082 
HM94368 
H*250822 
H&69009 
HsJ3B792 
Hs.73239 
HS.1039B2 
Hs.191762 

Hs^40951 
Hs£2B80 
Hs.199695 
Hs.77225 
Hs.239812 
Hs. 156109 
HS.27SBB4 



NM_0l8406:Ham[> sapiens mutfn 4, tracheob 
NM.000295:Homo sapiens serine (orcystei 
NM_0O4994:Hcfna sapiens matrix metal lopro 
NM_014373:Homo sapiens putative G protel 
NMJI02988:Hcmo sapiens small Induc&ta c 
Hs.l84507:Homo sapiens, similar to Homol 
Hs.29S81:sclUte carrier family 26 {sulfa 
(roai5lWc)NM_030622:Homo sapiens cytocfi 
Hs.l09358:ATPase, aass V, type 10B 
NM_014479:Homo saptens ADAMJIke, decysi 
Hs.4930:low density lipoprotein receptor 
(IociasPnk)NM_000 488: Homo sapiens serine 
0ocusfnk}NMJI12112:Honw sapiens chremo 
Hs.25640;daudbi3 

NMJX)1943:Horno sapTens deamogleln 2 (DSG 
NM_002639:Homo sapiens serine (or cystel 
(tocuslink)NrVL00570ftHoma sapiens PDZ-73 
rteOT658apQf poprotein Mi 
N»1_002fi70:Horno sapiens plasb'n 1 (Ifeof 
NM_P01432:Homo sapiens epkegulin (EREG) 
KM_025267;rfcrno sapiens chromosome 6 open 
MM.017767:Hamo sapiens solute carrier fa 
HsJ0820Ayp<ithefeai cardlac/stelefaf m 
NM_019B94:rlomo sapiens kaisrnernbrana pro 
NM_004B1ffiHomQ sapiens kaismembrane 4 s 
{tocuslh^NMJ>2513fcHoino sapiens hypoth 
Hs.19322 Homo sapiens, Srrilirto R1KEN 
Hs.373599:EST 

NM_001265:Homa sapiens caudsd type homeo 
NtyJ)D49S&Homo salens gu^iylate cyclase 
NM_014324:Honw sapiens afeha-methytecyf- 

Hs.145BfJ7:hypQthe1k;a1 protein FLI13593 
Hs.23S60:cydtoB1 

Hs.57411:hypoihetiea] protein MGC12335 
NM_OM44231omo sapiens EphB2 {EPHB2J. (r 
Hs.144583:Homo sapiens, clone IMAGE-.3462 
NM_000494:Hamo sapiens collagen, type XV 
NM_000492*omo sapiens cystic fibrosis t 
Hb.151529£$Ts 

NMj»3979itamo sapiens refmoic acid Ind 
N^LOQ3561:Homo sapiens phospholipase A2, 
Hs.1 G5448:prcteto kinase, )ysfne defies 
NM^002215:Homosap4ens kiteMpha (glob 
NMJB126SHomo sapiens mucin and cadheri 
NM_00O584:Horno septs ns interieuldn 8 (It 
Hs.285S29:G jjfoteTrH»(jptad receptor 49 
NM„13S063:Homo sapiens eptterma) growth 
NMJ0l7726!Honioflapten8 protein phosphata 
(loct6link)NMJD05242:Homo aapfens coagul 
NMJU0042Honui sapiens apeSpoprotefn H 
NM_032865:Homoaaptens hypothetkel proi 
hte.11B7B7."trgnsforrrJng gnj^tfi factor, be 
MMJD05727:Honiosap1ens fetraspan 1 {TfiPA 
Hs,7735airansferrin receptor (p90, CD71 
NM_002591;Homo sapiens phosphoeiiolpyniva 
rM_004443:Homo sapiens EphB3 (EPHB3), mR 
Hs,353013xhrorno6ome 20 open leading fra 
Hs.1 15838 lESTs 

KMJDQ0035:Honio sapfens aWolase 3, fruct 
KM_00050S:Homo sapiens coagulation facto 
rte^5812£STa 

NMJD0067ftHomo a a pens adenosine A2b rec 
t1caislinjgNW,014324:Horno sapiens alpha- 
KMJ3B455cKbmo sapiens collagen triple h 
NM_05281&Hoitw sapiens Brfpartfte moflf- 
KsJ56664ihypobietical protein HJ32334 ' 
NMJ»2250:Homo sapfans potasskim Werme 
Hs.194366:lransthyretln (pnealbxrmln, any 
(tacpsllrifc)N^003l58:Horrio sapiens serine 
NMJ«4256:Homo sapiens UDP-GteNAc:betaSa 
H^28792;Horno saptens cOMA RJ 11041 fe, 
Hs.73239:hypothatfcal proteh FU10901 
NM_00540ftHorno sapiens small hducibtec 
H5,19l7fi2:hypotneficaI protein MGC2Q2SB 

{tocus&ik}NM_033120:Hcmo sapiens naked 
NM_00570ftHomo sapiens tfpeptldytpepMa 
Hs.1996fi5:hypothefcai protein MAC30 
NM.006437:Horrui sapiens ADP-ii)osyaransf 
Hs.2398t2aierDk5fllcaffy defined Jxeast c 
NM_OQ2153:Homo sapiens hydroxysteroid (1 
NPi4_013238:Homo sapiens DMAJ domeln-conta 
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9.01 
8.99 

a.ao 

8.71 

8.67 

8,47 

847 

8.43 

8,34 

8.12 

&09 

7.96 

7,92 

7.89 

7.87 

7.71 

7.58 

7.48 

7.31 

7.31 

7.29 

7.23 

7.21 

7.12 

7.12 

7.10 

7.0B 

7,02 

6,97 

6.96 

6.96 

6.95 

6.87 

b\87 

8.80 

6.78 

6,76 

6l66 

aes 

662 

a59 

&56 

654 

653 

8.50 

647 

646 

645 

641 

641 

6.27 

6.20 

619 

619 

618 

6.16 

616 

615 

6.10 

6.07 

6.06 

6.06 

6.03 

5.99 

5i97 

5.95 

5.92 

5.90 

6uW 

5.83 

5.86 

54)2 

577 

&7S 

&75 

&74 

5.72 

672 

672 

572 

5.71 

5.70 

5.70 
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414052 
413916 
418322 
433437 
42401 0 
436746 
414590 
4570Q1 
423164 
409757 
425397 
403221 
420SB1 
4171G5 
419508 
410850 
436251 
430603 
450505 
422535 
441384 
425834 
430680 
432378 
419693 
422163 
447320 
4159Z7 
413203 
407944 
428269 
409231 
446051 
432269 
427557 
414639 
4227G5 
428479 
425873 
432575 
409142 
4Z7747 
422609 
414361 



AW630041 

AW578849 

N49813 

AA284165 

U20536 

Aioaotea 

A1B85815 

NNL0005G8 

J03258 

AK0OO232 

NM_001898 



411257 
416065 
406673 
451541 



L4Q904 

RB0137 

AWS97338 

AW362867 

BE515065 

AA143164 

NM.004572 

AA311914 ■ 

AA447849 

NMJB1639 

AW138724 

AI493046 

AA133749 

AF027208 

AJ675419 

AL120166 

X54942 

R34CG8 

M26301 

AA446644 

BEO48061 

NM_002447 

NMJJ02659 

X67055 

AW409701 

Y00272 

NMJH3390 

AAS53722 

AL136B77 

AW411425 

246023 

A10B6138 

AA029722 

BE305242 



BE207931 
M34996 



411393 
445109 
431548 
419574 
428450 
431211 
437009 
439453 
430696 
431779 
436469 
414108 
422539 
428024 
428407 
407811 
409162 
434370 
413753 
405464 
41QS39 
428953 
447343 
4214S2 
415474 
415099 
417115 
428761 
453751 
452721 
424905 



NM_«12079 

AW797437 

AF039916 

AI834273 

AK001989 

NWJH4791 



AF127026 

BE2S4974 

AA531276 

AW97117B 

AK001455 

A1287592 

AJ009936 

229067 

NMJXK3963 

AW190902 

H26530 

AF130988 

1117760 

BE269047 

AA306610 

AA25E641 

AF016495 

NWJK4252 

AM92170 

AWB52792 

AW15709 

R3B752 

AJ26Q529 

NIVL002497 



Hs.56937 

Hs_2e3552 

Hs.75615 

Ha.84113 

Hs.3280 

Hb.137556 

Hs.184727 

Hs.76530 

Hs.2062 

Hs/124835 

Hs.123114 

Hs.156346 

Ha.100724 

Hs-302738 

Hs.90786 

Hs.302738 

Hs_295535 

Hs.247280 

Hs^5051 

Hs.164578 

Hs^8B660 

rls.1957 

HM6B974 

Hs.146133 

Hs.301350 

Ks.112360 

Hs.164464 

Hs.78918 

Ks.83768 

Ks.239727 

He.2253 

Rs.692 

Hs.37054 

Hs.2942 

Hs.179657 

Hs.76716 

Hs.1578 

Hs,334562 

Hs.160417 

Hs.194346 

Hs.50758 

Hs.180655 

Hs.1 18721 

Hsk204O44 

Hr2173 

Hs.16098 

Hs.115274 

Hs.76996 

Hs.198253 

Hs.26557 

K8.288B27 

Hs.69771 

Hs.12330 

Ha.9711 

Hs.91165 

Hs.184339 

H3.323733 

Hs.5394 

Hs.6568 

Ha nura 

Hs.268571 
Hb^198 
Hs.75761 
Hs.118138 

Hs.184194 

H&4009B 

H&5086B 

Hs.58346 

Hs.75517 

Hs.65234 
Hs.348183 
Hs.236894 
Hs.104624 
Hs.78457 
Hs.77917 
HsJ334612 
Hs.172089 
Hs.101282 
HS.3Q1&71 
Hs.153704 



NM_021978:Homo sapiens suppression of tu 
Hs.2B3552*ypo5ie&ai protein BC016153 
NMJJ0Q483:Hamo sapiens apoflpoprotefn C- 
NM_005l92:Homa szp\ens cyclrhdependenl 
N&UM1 226*^0 sapiens caspase 6, apopto 
NM_033100:Hom3 sapiens MT-piotocadherin 
Hs.1B4727:ESTs, Weakly similar foT45738 
NM_00D506:Homo sapiens coagulation facto 
Hs.20B2Vrtarnfn D (1,25- (Bhydroxyvitemi 
NM_019062^cmo sapiens hypotheHcal prat 
NAt_OQ1898*lomo sapiens cystaUn 6M (CST1 
NM_O01067*iomo sapiens topdsomerase (ON 

NA4_C05037:HamQ sapiens peroxisome proBf 
Hs^D2738:Homo sapiens cDNA: FU21425C 
NhUM378$Horno sapiens ATP-fcincfng casse 
HsJ302738:Homo sapiens cDNA: FU21425 5 
(tocuslfok)NM_00539£Romo saptens nucfeo 
Hs.2472flOjchromoscmB 20 open reacSrg fra 
NMJD04572Homo sapiens pJakophlln 2 (PK 
Hs.l54578:Homo sapiens mRNAfor FLT0O256 
Hs38B860:Homo sapiens cDNA: FU22182S 
Hs.1957;amytokJ P component serum 
Hs.16B974ESTs 
H3.146133:ESTs 

Hs.30l350:FXyDdonialn-conlaKiino Ion tra 
Ks.112360:prominin4|k9 1 (mouse) 
K3.1 64464:Homo sapiens, cbne MGC:23SE6 
KM_02l083:Bomo saptens KeJI blood group 
NM_001B27!Hon»saptens CDC28 protein kin 
KM-.024422:Homo sapiens desmocollln 2 (DS 
Hs.2253;compternent component 2 
NM_0Q2354;Hamo sapiens tumor-associBted 
hte.37C54:ephrin-A3 

Hs.2942^nacrophage staiwlalhg 1 recepto 
NM_002659:Homo sapiens plasnVnogen acfiv 
NM_0022l7:Homo sapiens pre-atpha (global 
NMJK)1169:Homo sapiens bsc Jcrrfra] IAP r 
NM_00178B:Homo sapiens eel division eye 
He. 1604l7±artsinembr8ne proteto 2 
Hs.194346£pt2 proton 
Hs.60758:SMC4 structural maintenmce of 
(focushntONRL004217iiomo sapiens serine 
Ml^_000434iiomD sapiens sJalldase 1 (lyso 
Hs^04044:ESTs 

NMJD02033:Homo sapiens fucosylbansferas 
H&1G09BxfaudTn2 

Hs.115274:riidian hedgehog homotog (Droso 
NM_O02592:Homo sapiens proliferating eel 
Ks.19B2B3;rr^hlstccompatibi1tycomp1 
NfvL007183:Homo eapTens pfakipnSn 3 (PK 
NMJD12079:Homo sapiens diacytgfyceroJ O- 
MM_00l7l0;hlomo sapfens B-faetor, properd 
KMJD01247:Homo sapTens ectarweteoskte Ir 
MM_Ol7515:Homosaprens novel protein (HS 
Hs.91165:hypoQiefc8l protein FU11127 
MM_014791:Horno sapiens maternal emVyoni 
Hs^23733^ap Junction protein, beta 2, 
NM_005379:Homo sapfens myosin IA (MY01A) 
Hs.656&thyroTd hormone roceplor biterac 
Hs^9509:ESTb. Weatdy stolar toaimfar 
0oouGfn14NM_OOl£45:HonK> sapiens apolip 
Hs.5198:Down syndrome criiica] region ge 
NM_0O3137:Homo sapiens SFRS protein kin a 
NMJ>330l3:Homo salens nuclear receptor 
Hs.223fcNIMA (never in mitosis gene a)-r 
NM_G03963*lomo sapiens transmembrane 4 s 
Hs^rX96»^ineknotsiq»naniity1 a BM 
Hs.5Dfi6Baoluta tarriar family 22 (organ 
NtyjD2233&Homo sapiens ectodysplasln 1, 
NM_00U228:Homo sapfens laminm. beta 3 ( 

(tocusllnk}Mll.017895:Rorng sapiens DEAD/H 
MM-00 3823: Homo sapiens tumor necrosis fa 
Hsi3fia94:E5Ts, Highly similar to £02392 
MM-.02098Q:Honio sapiens aquaporin 9 {AGP 9 
MM_014252:hJomo sapTens sotute carrier fa 
MM_0Q6002:Honta sapiens ubiquifa'n csrboxy 
MM^003O94:Horr» sapiens smal nuctear rib 
hte.l720ap:paxinccsts receptor inducing 
Hs.101282ifomD sapiens mRNA; cDNA OKFZp4 
Hs«301 871 solute carrier family 37 (give 
NM_002497:Homosapten3 NIMA(neverhmi 
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5.57 

5.67 
5.63 
5.62 
5.60 
5.59 
5.58 
5.56 
5.56 
5.54 
&53 
5.53 
5.62 
5.52 
5w48 
5.44 
542 
5l41 
£.36 
6\34 
5l33 
5^2 
6V31 
5.25 
£l25 
5.24 
5.21 
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5.13 
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5.07 
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4.99 
4.98 
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4.98 
4,97 
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493 
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491 
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4,87 
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476 



WO 03/042661 



PCT/US02/36810 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



421943 
400529 
407233 
447472 
4479GB 
439963 
4071 03 
405556 
421506 
444700 
443484 
441623 
423068 
422714 
403739 
427490 



X16354 Hb.50954 

AW207347 Hs.2W01 

AA340605 HS.1058B7 

AW247529 Hs.6793 

AA424881 Hs.256301 

BE3027SB Hs.105097 

MMJXJ3B45 Ks.1 1729 

BE54B446 Hs.321579 

AA3168Q5 Hs.348710 

M25S29 Hs.123107 

AB018335 H3.1 19387 



412723 



447335 
424441 
4321BQ 
414695 
450737 
435327 
411263 
408056 
409964 
417578 
432407 
43997S 
409213 
403219 
412974 
408194 
422237 



Z95152 

AFQ38007 

AA648459 

AF2D70B9 

BE617695 

X14850 

AK000224 



425123 
425743 
406684 
439560 
411126 
426385 
434263 
431945 
422616 



414998 
452668 
442013 
450334 
445417 
433662 
419559 



408847 
431836 
435777 
422867 
431350 



421975 
412870 
412133 



453111 
432677 
429271 
426108 
412612 
424865 
427239 
413254 
439659 
417526 
413186 
436391 
413219 
452017 
406113 



8E616520 Hs.343912 NM_033504:Homo sapiens CAC-1 (CAC-1), mR 

{Iocusiink}MM_D917l2:Homo sapiens carcm 
Hs.211101:ESTs 

(Tocuslink}Nh(L145252:Homo sapiens simfe 
Ha.6793:plate(8t-acliva5ng factor acely 
Hs.256301:hypctne5cs1 protein MGC13170 

H3.105a97:thyrridbeItrn3SB 1, soluble 
NML003645^Qino sapiens fatty-acW-Coeray 
NMJEt09&Horna sapiens solute carrier fa 
H5v345710:Homo sapiens, done IMAGE:4242 
MM_002257:Hornos3ptenskflllikrein 1, ran 
NKJH4G9BtHcmoaapiens KJAA0792 gene pro 

NM_002754dtomo sapiens mftagen-acttvated 
NM_0056O3:Bonr» sapiens ATPese. Cass I. 
Hs-335951 Aypolhetical protein AF301 222 
NML001Q84:Homt> sapiens procollagetviysln 
NM_032l92:Homo sapiens pmiaVi phosphate 
Ks,147097:H2A hl&tane family, msrriber X 
NMJ]17716:Homa sapiens membrane-spanrrtng 
HsJ6913:proleasome (pros o me, macropaln) 
Hs.63325^ran8mernbzana protease, serins 
Rs.4B57:mannosyt (afplia-1 ,3->*glyeoprote 
NMJ)0G846:Horno88plens ktoesai-lite 6 (m 
Hs^2331^phrin-A4 
Hs^7928:ESTs 

NN4jD008l9:Homo sapiens phospnoribosyfgly 
AFl34l64:Homo sapiens Human endogenous r 
NM_033453:Homo sapiens inosino biphospri 
NM_00597S:ttomo ^or& PTK6 protein tyro 

MM.006579:Hoino sapiens emopamTI binding 
Hs.19t797:ESTs 

NM_OQ0412:Homo sapiens Wsfidiniwfchg! 
MMJD12116:HoiTOsapiBTO Cas-ftr-M (murtie) 
NM_Q003O3:Homcj sapiens phosphomannomutas 
NM-138761:HomosapieflS BCL2-fissoctated X 
{tocuBffnk)NM_0Q17l2:Hamo sapiens cardn 
Ks.293S47£8Ts 

gocusfmk)h^QOi202Horno sapiens bone m 
Hs J84062xhromosome 20 open leading fta 
Hs.79187:cox3acWe vfrus and adenovirus 
NMjQ30766:Komo sapiens apoptosis regufat 
NA4_01224B:Komo sapiens seienophosphsfe s 
H9l359663£5Ts 

NPJL002543:Homo sapiens oxidised tow dens 
NM_004093:Hoow sapiens ephrin^2 (EFNB2) 
Hs^75009:Hgmo sapiens mRNA; cDNA DKTCp6 
Hs^4879:phcspha5Jc add phosphatase t 
Ks.126BO:Homo sapiens cDHA FU1Q196AS, 
MM_020387^omosaplens RAB26, member RAS 
KM_007028^omosap1ens tripartite rrurtif- 
WM_000343:Hoirx> supTens solute confer fa 
H&190153:Homosapfens cONA FLJ33983fiB 
NM_13B992:Homo sapiens beta-sHeAPP-cte 
NM^03219ZHomo sapiens protein phoaphata 
Hs.1584Lcarfflage oNgomaic matrix prof 
He.l64537:ESTs 

Hs.51463^{Qmo sapiens, Similar to RJKEN 
0ocusilnl4NhLO24531:rlorno sapiens hypolh 
NM_022059:Homo sapiens enema kine (COCO 
NMJ0018S9:Homo sapiens solute carrier fe 
Hs J143B67yrrdhe^^oxyIa1e synlhe 
NW_002011:Homo sapiens fibroblast growth 
{locus8rA}KMJ0t7636:Homo sapiens bans) 
MMJN 4799flomo sapiens hephaes&i (HEPH) 
rm.004482Homo sapiens ttDP-N-aceiyi-alph 
MM_005224:Homo sapiens dead ringer-lfte 
NXUKMTQSJtomo sapiens programmed cell d 
NMJ00QO47:Homo sapiens ajyteuHatase E ( 
N^A_€02349:Honio sapiens lymphocyte antige 
Hs.356S12:EBTs t Weaty similar to UBCAJV 
NM_004l35;Homo sapiens isoauatedehytfr 
H3^94830eudh»dch Tepeatortelnlno, 
H&82240xyntaxiti3A 
Hs-374548aoiute camsrfemly 16 (mono 
Hs.146274:ESTs 

Ks.118727*rojno sapiens cDNA FU33B03 fls 
Hs^7495: prostate cancer associated pro* 
Hs.194l01:Homosapiens cDNA: RJ20869 f\ 
pocusfnigNl4J004986tHbmosapiBns klned 

194 



AW007152 
BE301871 
BE2978Q2 
AA312329 
AW3G9226 
AA339449 
AA221036 
AW32B081 
U61412 

R18978 

M601Q38 

M13149 

AF117646 

AWZ06274 

BE396495 

X16354 

AFD86401 

MMJJ01202 

AF112213 

N34895 

AW000527 



AW206330 

NMJD02543 

AW955454 

AAS08476 

AP095959 

AK001058 

W07162 

Y07828 



AW290997 

AF178532 

AW419202 

L32137 

AJ192529 

AW3010O3 

AW961D17 

N22786 

U83460 

X94453 

AU076629 

H1BB35 

AB014598 

NM.M4482 

AF03985O 

AA622037 

NMJXM047 

AF011333 

BE27C447 

U40272 

AW97G780 



AU077141 

AJ227892 

AA378200 

AF109302 

T82427 

A1916662 



Hs.178695 

Hb.166196 

Hs.335951 

Hs.163357 

Hs.286192 

rfe.147097 

Hs.272789 

Hs.76913 

Hs.63325 

Hs.4B67 

Hs.69360 

Ha>4233l 

Hs.67928 

H^82265 

Hs.6817 
Hs.51133 

Hs.75105 

Hs.191797 

Hs.1490 

Hs.156637 

Hs.154695 

Hs.159428 

Hb^0964 

Hs.293847 

HS.68B79 

Ks.184062 

Hs.79187 

Hs.11962 

Hs.118725 

HS.35M63 

Hs.77729 

Hs^0942 

Hs.37»09 

Hs.24879 

Hs.12680 

Hs.150926 

Hs^1096 

Hs.1964 

Ha.1901S3 

HiL271411 

Hs^86192 

Hs,1564 

Hs.164537 

Hs^1483 

Hs.6459 

Hs.82407 

Hs.104557 

Hs.114366 

HsVl 69950 

Hs.31608 

Hs.31720 

Hs.278611 

Hs.198515 

Hs.166466 

Hs.74131 

Hs.153563 

Hs^56512 

Hs.75253 

KSJ59483 

Hs.82240 

Hs.3745« 

Hs.146274 

Hs.118727 

HS.2M95 

Hs.194101 

Ha.211577 



4J5 
4J5 
4.75 
4.74 
4.72 
4.72 
470 
4.70 
4.70 
4.70 
4.70 
4.70 
4.65 
464 
4.61 
4.61 
4.61 
4.60 
4.60 
4.69 
459 
459 
4.59 
4.53 
457 
4.57 
455 
4.54 
454 
454 
4.53 
453 
453 
452 
452 
451 
451 
451 
450 
450 
450 
449 
4.48 
4-47 
447 
446 
446 
446 
446 
446 
445 
444 
444 
444 
443 
443 
443 
442 
441 
439 
4^9 
439 
438 
438 
4,38 
4.38 
437 
436 
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435 
434 
4.34 
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431 
4.30 
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429 
4.29 



WO 03/042661 



PCT/US02/36810 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



432636 
412869 
443633 
418245 
409538 
408989 
428023 
410199 
431665 
409956 
41327B 
431193 
43S856 
456629 
426662 
418054 
41852S 
437897 
435099 
419378 
421585 
420039 
426427 
425283 
426031 
441085 
412939 
430514 
431842 
430367 
404826 
414198 
434203 
426376 
433020 
420319 
446696 
400130 
431890 
425003 
4173D6 
424837 
424534 
445462 
429471 
409012 
424154 
400290 
409152 
427333 
413035 
444664 
421959 
407777 
414806 
421190 
4066B3 
419468 
414907 
425247 
443802 
411165 
434808 
428376 
418216 
438278 
421910 
417866 
449057 
414561 
414812 



AA340B54 
AA290712 
BE269042 
AA088767 
AA30572S 
AW351666 
AU03S843 
AW377424 
AW296135 
AW1033W 



AW749505 

AJ469355 

AW891965 

AV660O3B 

HMJH2318 

BE019020 

AA770561 

AC004770 

R24922 

U95626 

NM00460S 



NMJ01197 

AA295251 

AW136551 

AW411491 

AA3185Q1 

NM_005764 

AW372884 

AW505306 

BE262677 

U80QB2 

AI37572B 

AW4062B9 

AF2792G5 

X17033 

AF119M6 

AL037228 

BE276113 

D976B2 

AA378776 

X57348 

AL117435 

AF026004 

H1BB36 

AA1765B5 

AFD67797 

A1272727 

N26362 

AW751497 

M161071 

D14694 

U95Q31 



431958 
418861 
419092 
414013 
409093 
445873 
4364B5 
422164 
437016 
449437 
446946 



AA316241 

X90725 

NMJM5940 

AW5049Z4 

NMJM0169 

AF16510B 

AF119665 

AA662240 

BE396290 

NML014566 

AW087903 

AB037784 

AI084813 

X72755 

AW973003 

X33629 

NNUJ01949 

J05581 

AA766805 

BE243834 

AA250970 

X59135 

N^JH4312 

AU076916 

AI702036 



hbJ278562 NnOOl307:Homo sapiens claifdm 7 {CLDN7) 4.29 

Hs.32407 Hs,82407:cflenwWne {CXC motif) Sgand 4.29 

He .9661 Hs.9G61:prDteasoiTO (prosome, macropaJn) 4.2B 

Hs.83883 NfvL0201B2:P^mosapfens Iransmernttfane, pr 4.27 

Hs.18272 Pwu5llnk)NM„030674:Homt>sap»nssokite 4.27 

Hs.495QQ Hs.4gSQ0tKlAA0746 protein 4.27 

Hs.374530 Hs.374530:Homa sapiens cDN* FU23602 fi 4,27 

Hs.205126 Hs.205126:Homo sapiens cDNA:FU22fi67 5 4.24 

Hs.267659 NMj06)13;Homo sapiens vav 3 oncogene (V 4.24 

Hs.727 NMJXJ2192Honx> sapiens InhiWn, beta A ( 4.24 

Hs.833 Hs.633:1itferferon-sftnulated protein. 15 4.23 

Hs.296770 Hs.29S7mKfM17l9 protein 4,23 

Hs.127310 (lQCUSlin]gNM_144624:HomoBapj8rettiasa 4*23 

Hs.367942 Hb.387942:Hqtoq sapiens, clone IMAGE4701 4.23 

Hs.2056 H3.205&UDP gfyccsytUansferase 1 famty 4.23 

HjlB3354 NM_002318:Homo sap ens tysyt oxJdase-fik 422 

HS.8583B NAU)D4207:Honu> sapiens solute canter fa 4.22 

Hs.1 461 70 Hs.14617fthypotheflc8l protein RJ22969 421 

Hs-4756 M^M111:Homosapiwsfl3p5lnji*ira-5p 4.21 

Hs.90076 Hs.90O7B:rrudeolltie-suga- transporter si 4.21 

Hs.302043 NMJ0D396S:Homo sapiens chemofcaie (CG mo 4.20 

Hs,376147 Hs^76147^omos^fenscONARJ39099ff8 4J20 

Hs.169840 Hs.l69a40:TTKprote»n kinase 4.19 

Hs.155419 NM_0(»197:HDmo sapiens BCL2-ff!terocfin9 4.19 

Hs.166066 tbcusIink)N^_0D6697:HKTTO sapiens dspfa 4.19 

Hs.181245 Hs,181245:Homo sapiens cONA FUl2532fis 4.19 

Hs.75069 HB.75D59serine h/riroxymethyllraneferase 4.18 

Hs.241587 NM_021246:Homo sapiens lymphocyte antiga 4.17 

Hs^7l473 Hs.271473:epitheHai protein iifKegulaite 4.17 

Hs.240770 Hs>24W70:nudearcap binding protein su 4,17 

4.17 

Hs.75612 NM_0M563tHomo sapiens phosphoenolpyruva 4.17 

Hs.28355B N!^,058509:Homo sapiens hypothaScalprol 4.17 

Hs/f 69600 Hs.169600:KlAA0826 protein 416 

Hs.227152 NM_0l6391:Homo sapiens hypothetfcal prot 4.16 

Hs.96E93 NMJJ19034:Horoo sapiens r&s homolog gene 4.15 

HS.2SB475 NMJE2911:Homo sapiens salute center fa 415 

Hs.155660 NfcL001746:Homo sapiens calnexIn{CANX}, 4,14 

Hs_2719Q6 Nft002203tHomo sapiens intagrin, alpha 2 4.14 

Hs.1 54149 NAU14481:Homo sapiens APEX nuclease <ap 413 

Hs^01957 NnA_0i8l44^omo sapiens Sec61 dpha form 4.13 

HSJ333034 Nf00349l:tfomo sap'ans ARD1 homolog, N-a 4.13 

Ks.1 50276 Hs.150275:KiAA0241 protein 413 

Hs,288649 (locudln^NM_024051 :Homo Batons hypoth 412 

Hs.184510 Ha.l84510:straHfin 412 

Hs.43725 Hs49725:DKFZF434l216piotem 4J1 

Hs.141660 Nh0043B&HofT>o sapiens chloride diannet 4.10 

Hs^1608 ffocuallnigMWL017636:Homo salens tensl 4,10 

Hs.1 94346 Hs.194346:Splr-2 protein 4.10 

Hs.1 76658 NM_0011693{omo sapiens aqoapoin 8 (AQP6 4.10 

Hs^49163 NM_024306^onio sapiens fatty add hytoc 4.09 

Hs.1 1615 Nh4_0l60B6*fomo sapiens map Knaso phosph 4.09 

Hs-98370 NM^030622i{omo sapiens cytochixxne P450, 4,09 

Hs.71465 Hs.71465requatene eporfdase 4.09 

Hs.77329 Oo«Jsl^MM^014754:Homo a^ens phosph AM 

Hs.1 02482 Hs.102482:mucin 6, sub^pe B, tracheobro 4,08 

He.46847 NM_016614«omo sapiens TRAF aid TNF race 4.08 

Hs-90691 Nfi/_005993JHomo sapfens nudeophosmlnMuc 4J)6 

Hs.77597 MM_000998^omo sapiens Ttoosomet protefn 4.05 

Hs.1 ^324 Hs.l55324:matrtxniBtaltoprote(nase 11 (s 4.06 

Hs^605 Hs.980&expartJn5 404 

Hs^9089 N^000169:Homo sapiens g^actestdes©. al 4.04 

Hs.256150 Hs^S6150:mr^BM1 antigen 404 

Hs.184011 lte.184011:pyrophoEphaiasepnoraanlc)' 4.04 

Hs^S3099 Hs.283099^15ct14prateVi 4.02 

Hs,5097 H9^0973yflaptogyrin2 4x2 

Hs.1 09437 NMJH45B6;HofT>o sapiens honronally upregu 402 

Hs.82772 H5.B2772:collagen, type XI, alpha 1 402 

Hs.22941 Hs.22541J0AA1363protern 401 

Hs.195155 Hs.195l55^olirte caniar family 30, memb 4 00 

Hs.77367 NNL002416:Homo sapiens nTonotofrxtuced 400 

Hs.179909 0«uslnk)NM_O2483l:Honu) sapiens nirclea 3.99 

Hs,2B77 Nf/_00l793:Homo saprans cadherfn 3, type 3.95 

Hs.1 189 NMJN1 949-Homo sapiens E2F banccn^ftm 3 33 

Hs.69603 NM_002456:Homo sapiens mucfe 1, tronsmem 198 

Hs.47099 NMJB4642:Homo3apJen6hyp<)ttietk:Blprol 198 

Hs.50441 NffcL0t5936:Homo sapsans QGUM proIeiR (L 197 

Hs.251946 Hs^51946:Homo sapiens cDNA FU11840fis 356 

Hs.1561 10 Hs,15S1 10Hmmunogiobirlln kappa constant 196 

Hs.1 12377 Hs.112377»oriical thymocyte receptor (X 195 

Hs.5398 Hs.539BsuaRinB monphosphate syntnetese 194 

Hs. 100057 Hs.l00057^reie/threonfiw»*ase35 3.94 

Hs.317 NM^003288:Horno sapiens topolaocnefaso (DM 194 
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420162 BE37S432 Hs.95577 NM_052984:Hc<no sapiens cydliKfepenrJent 3.94 

443180 R15B7S H*.25857B Mf^_01 21 29:Homo sapiens daudin 12{C1_DN1 3.93 

41873ft AW388633 Hs.6682 Hs.6682solute carrier family 7, (cation 193 

403463 A1458165 Hs.17295 KM_023930:HomD sapiens hypofofitical pmt 132 

5 447495 AW4Q1864 Hs.18720 NMJ)0420B:Hr™ sapiens programmed odl d 3.92 

44B093 AW977382 Hs.15898 H3.1583Bt2 l 4-<Gen^lCoAreduci3se2 r pe 3.91 

420698 AAB52773 Hs.334838 Hs.334838:KIAA1866 protein 3.90 

438485 W57578 Hs.378718 Hs.376718:Homo sapfens cONA FU33433 fis 189 

436827 H72187 Rs.356668 (tocu3lin^MMI_0D5274:HamoBapfens guanfa 3.89 

10 407971 AM69117 Hs.629i8 Hs.629t8:COC91 cell (fivlfikm cycte 91-1 3.89 

400750 3.89 

448140 AF146761 Hs.20450 NMJ)20 125: Homo sapiens B lymphocyte acfi 3.89 

413880 AI660B42 Hs.1 10915 NA4_021258:Homo sapiens interieukin 22 re 3.89 

453258 AW293134 Hs.32597 NfcL00597T^omo sapiens ring ffngar prate 3.89 

15 428788 AF082283 Hs.193516 NM^003B21^omosaplensB^aU|yTnpho 1B8 

443044 N2B522 Hs.8935 NMjD1429fcHornD sapiens quinoBnate phosp 3.88 

413095 AA494399 Hs,30715 Ke.307l5:po^sii£m vdfage-gated channel 3.88 

417129 AI3B1600 Hs^00684 Hs.3OO6B4xdctonlr»0ene-rateted peptfd 3.87 

„ 410268 AA316181 Hsj61635 N«J)12449:Homo sapiens six transmembrane 3.87 

20 425047 U34039 Hs. 154299 NM_0O524ZHorr» s^isns coaptation facto 3.87 

4160B4 U6991 Hs.790D5 NM_C12145:Homa sapiens deoxythymldylate 3.86 

449G67 AB023227 Hs.23860 Ks,2386ftKIAA1O10 protein 1B6 

400298 AA032279 Hs.61635 Ks.616a5^fransrnerriiraneepHhe!i8tan 3.85 

407770 AW607B31 Hjl3B73B Nfc014343:Homo sapiens daudln 15{CLDN1 3.85 

25 418313 BE244231 Hs.64038 NMJD1 5937:Homo sapiens CGMKS protein (L 3.85 

413380 A1904232 Hs.75323 Hs.7fi323:prohibHin 185 

452220 BE158006 Hs.212296 Hs,212296:ESTs IBS 

413588 AA971014 Hg.75432 KtM_000884:Komo sapiens IMP {inraine mono 185 

433658 L03676 Ha-15GVK) Ha.lE61lOdri^iiogtabu5n^Daconstant 184 

30 428474 AB0231S2 Hs.164523 Hs.164523serinefthreonkie kinase 38 Ilk 3.84 

430237 A1272144 Rs.235522 Hs^36522:DKFZP434P106 prolan 3.84 

414862 BE621310 Hs.923 Hg,923aingl&«lranded DNA binding prate 184 

437S67 BE277414 Hs.5947 NM_€05370:Kcmo sapiens ma! trajrsforrnlng 3.84 

427318 AF1B6081 Hs.175783 N(UL014579:Komo sapiens soJute carrier fe 3.B3 

35 459306 AW578452 AW576452:RCl-CT0252-030lO(M}2^b07CT025 3.83 

446342 BE29B655 Hs.14846 H5.1464&Horno sapiens mRNA; cDMA OKFZp56 183 

432886 BE15S028 Hs.279704 Hs,279704:chrornaiin accessfcllfly comple 3,82 

434845 BE267057 Hs.325321 Hs.32532t:WD repeat (Jwrraln 18 182 

Ar> 428514 BE616633 Hs.170195 H8,170195^riBrr^r^anfi4jcr«)tein7{ 182 

40 410315 AI638Q71 Hs.378965 Hs.3789B5:Kcmo sapiens cDrJA RJ37658 ffe 3,82 

421905 AK60247 Ks.32899 H&32699:Homo sapiens, Slmilarto RIKEN 3.81 

421481 AW391972 Hs.104696 H s, 10469 &:KJAA1 324 protein 181 

445921 AW016211 Hs.1 53799 Hs.153799:Homo sapiens cDNA FU38333 fls 180 

414368 W70171 Hs.75939 NMJH2474:Homo sapfens urkDne monophosp 3.B0 

45 457284 AF102850 Hs227&33 NM.W333B:Homo sapiens A)g5. S> wrevisi 3.80 

413813 M96956 H8.759&1 NMJ»3212-rW sapiens fera?Dcardiioma-d 3.80 

414602 AW63O0S6 Hs.76550 NMJ&2B&&Hotno sapiens mat, T-cel dlffe 180 

410219 T98228 Hs.171952 Ks.171952:occ1ud1n 180 

„ 407137 197307 178 

50 430462 AI584156 Ha.105640 H3.105640iiypolheb*cal protein 8C007772 178 

432680 T47364 Hs.278S13 Iloajsllnk)NfA_C0553ZHomo sapiens Interf 3.78 

450010 AW2938Q1 Hs.255052 Hs,255052:ESTs 17S 

440334 BE276112 Ha. 71 65 NM_0O39O*Homo sapiens zinc finger prote 178 

440876 NMJ»4987 Hs. 112376 {locus&i k)NMJKW9B7tHb mo sapiens UM an 177 

55 428072 BE258602 rte.182366 NM_Ol6292;r1omo sapiens heals hock protei 3.77 

407722 BE252241 rte.38041 NMJ»3681:Homo sapiens pyrfdoxa] (pyrido 177 

426459 AF151812 Hs.160992 . NhljD15966:Horno8ap^sserok)glcal|ydaf 177 

443323 BE660621 HsJ9222 Hs.9222»s? r og en receptor binding site a 176 

406621 X57809 Hs.181125 Hs.181125:rmnujnogbbtdln1anftdak>cuG 176 

60 423198 M31S33 Hs.1634 Hs.1634xel dlvfetgi cycfe 25A 176 

428206 AB020643 rfe.183006 Ha.l8300felkeV hornotog of mouse hepari 3.75 

447200 BE543146 Hs.281434 HsJ81434:Homo sapfens cONA FU31373 174 

425209 AL049761 Hs. 155140 NMJQ01695JHorno sapiens casein kirtasa 2. 174 

411950 T2B407 Hs^1G64 NH_002619:Homo sapiens platelet factor 4 174 

65 418661 AA287786 Hs.23449 Hs^3449irisuln receptor tyrosine Hnas 174 
421532 AW138207 Hs.146170 NhL022842:Homo saptens hypothefca) pre* 174 

446291 CE397753 Hs.14823 Hs.l4623:1nterferon. gamma-mduciWe pro 174 

435886 BE265839 Ha. 12126 H}«L01 8487^omo sapiens hepatocellular ca 173 

„ 417266 AA122237 Hs.81874 NKL9a2413^omo sapiens microsomal glutal 173 
70 421743 T35958 Hs.107614 Hs.107614,-DKFZP564I1 171 protein 173 
400419 AFO&4645 Ajro64545:Homo sapfens verslcan Vint Isof 3.73 
421357 AKD00609 Hs.103808 KM_017896:Homo sapiens cluomosorne 20 ope 1 173 
420665 AW469240 Hs^71581 rfc.371581:E5Ts 173 
418703 NMJD14448 HsJ7435 Hs^7435:Rtio gtianmo ewhaigs factor (GE 173 
75 452679 Z423B7 Hs.B3883 Oocusnnl^NM^020182:r^omo sapiens fransm 172 
419743 AW408762 Hs.5957 Hs^5957:Homo sapiens done 24416 mRKA se 172 
435730 AB020636 Hs.49B4 Hs49B4:KlAAD82B protein 3.72 
431512 BE270734 Hs^795 Hs.2795dactate dehydrogenase A 172 
nrx 444006 BE395085 H 5^34752 (iocu8Bn)gNM_032832:Homo sapiens hypoth 172 
80 442875 BE623003 Hs^3626 H»23625^osapOTBcteneTrXCTA00142 171 
413431 AW246428 Hs.75355 NM_003348:Homo sapiens uWqunTrHConJugo 171 
413950 AA249096 Hs.32793 Ha.32793:Homo saptens cONA FU31 1 0B fls, 3.71 
411125 AA1 51547 Hs.68877 Ks.68877xytochrome b-245, alpha polypep 3.71 
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406722 
418416 
421038 
403327 
413476 
40 0846 
415003 
408137 
418550 
413179 
425845 
432215 
413751 
429344 
442315 
452875 
401179 
410174 
41855B 
440096 
409402 
436014 
432633 
412599 
453B57 
432211 
430720 
432320 
420185 
441128 
444184 
411678 
423750 
412948 
452098 
430024 
416412 
437712 
400647 
406671 
412641 
404854 
400446 
453331 
441406 
417389 
419607 
447250 



H27498 HJL293441 Ha.293441:Homo sapiens SNC73 protein {SN 
U1 1700 Hs^4999 NMjMQQ53:Homo sapiens ATPase, Cu++ Iran 
Hs.101262*Homo sapiens mRNA; cDNA DKFZp4 
NM_00t853:Honio sapiens collagen, type IX 
NM_0043flO:Homosaptens acid phosphatase 

Hs.77741 Hs.77741:Wrfnogen 

Hs.29002 Hs^002:KlAAl70Sprateh 

Hs.86978 Ks^6378:proIylendopefrtkfasa 

Hs.75227 MM_005002:Honw sapiens NADH dehydhjgenas 

Hs.1 59627 KMJKM63241omo sapiens dealh associated 

Ha. 2934 NMJ)Q103&Homo sapiens ribonucleotide ra 

Hs.850 (tocusT&i^NAU)00853:Homo sapiens IMP {i 

Hs-374654 MMJ30553B:H[]tno sapiens fnhlbln, beia C ( 

HsJ956 HsJ95&E8Ts 

Hs.3092B NMJ0OS1 14:Homo sapiens translocsse of pu 

H&59451 Hs.59461:E3KFZP434C245 protein 

Hs.B€131 Hs.88131:Fas (TNFH8F6>assodated via (fa 

Hs.6906 NM_005402:Homo sapiens v-raJ simian leulc 

Hs.695 Hs.695a*stalinB(steflnB) 

H3.263741 NMJD2Q1 58:Homo sapiens axosome component 

Hs.210667 Hs,210667:ESTs 

Hb.248267 (tocuslink}Nl^_021126:Hon» sapiens mercap 

Hs.35861 Hs,35B61:RasJiutuced senescence 1 

Hg.273333 Hs^3333:hypo1hefcal protein FU10986 

Hs.247838 NM_002991 :Homo sapiens small Inducible c 

Hs.274351 NM_016032:Homo sapiens anc finger, DhfiHC 

Hs.95697 K335697:lhw-specIflcbHLH-Z]ptran£cr 

H&348504 Hs^48504iiypo1hBncal protein BC014072 

Hs.262390 (JocusnnlQN^D33550:Homo sapiens chromo 

Hs.71465 NM_003129;Hcmo sapiens squatene epoxides 

Hs.298229 NM J)12394;Homo sapiens prefokfln 2 (PFDN 

Hs.334851 H6.3348510iM end 8H3 protein 1 

BF755039^vUCT0583-1810CKM2a-f07 CT058 

Hs.227730 NM_O002l0:Homo sapiens Infegrin, alpha 6 

Hs.79305 Hs.79305tKlAA02G5gana product 

Hs.85844 Hs.85B44mearotophte tyrosine kinase, r 

KM_0D0245:Homo sapiens met prolo-ortcogen 
rte,7433&heat shock 90kD protein 1, beta 



AL0B0192 Hs.101282 
L41162 Hs.53563 
U25B49 Hs.75393 



M11437 
A1694131 

BE386750 

N99692 

BE313260 

AU076609 

J05272 

R94038 

AA173992 

BE27576Q 

AA3D6007 

AW082266 

NMJD05402 

AF208234 

AF281134 

Al 796390 

AU076782 

AL080235 

BE274530 

UB57GB 

AW411065 

NM.015925 

AA570255 

T67841 

AI907114 

AF1658W 

BE243313 

AI858183 

AI80878D 

NMJ014742 

X04588 



AA129547 Hs.285754 
M1606G Hs.74335 



431236 
426722 
420531 
416933 
447698 
434457 
424241 
452264 
420614 
434224 
425322 
438407 
413659 
427268 
436127 
411704 
452700 
416803 



422813 
452468 



425811 
437741 
421802 
426562 
446147 
408716 
450825 
442007 
453454 
421642 
428371 
421340 



AI240665 Hs.352537 Hs^52537;Homo sapiens cDN A FU31066 fls 

Z45957 Hs7637 Hs.7637:p1uwphoprotein regulated by mllo 

BE2609B4 Hs.82045 Hs.820453nWI*!B (nBiirite growth-promoti 

R52567 Hs.91579 NMJ»341fcHomo sapiens slmllarfo HYPOTK 

AI878909 Hs.17883 NM-C02707:Homosaprar« protein phosphate 

AI816738 Hs.14896 Hs.14896zlnc finger, DHHC domain contai 

AV656840 H6.28511S NNLO)156D:rtomo sapiens Intarleuldn 13 m 

U53823 Hs.171952 Nf4_002538:Horco aapfens ocdudln (OCLN), 

A1652069 H&J9d614 NM,Q04587:Homo sapiens ribosoma binding 

BE561850 H&BQ5Q6 NM_003090;Homo sapiens anal nuclear rib 

AI420156 h^326733 WJ52858*tano sapiens BfmHar to RIKEN 

AF141332 KsJ00333 MM_CM8690itomo sapiens apolIpoprotBin B4 

AW995948 Hs,6364 HsJ364:pymvata dehydrogenase kinase, 1 

AJU 077013 Hs.28757 Hs.2875?.transrnennbfane 9 suparfemlly mem 

AL110291 Hs.99364 H9.99364afthydrolase domain contaning 1 

AA3B0731 Hs.84 NMJD00208:Homo sapiens InterteuHn 2 rec 

U63630 Hs.155637 NMJW690*Horao sapiens protein kinase, D 

AM57122 Hs.129673 HB.129673wfcaryotfc translation fnffia* 

AW992356 Hg.8384 Hs.83W:pyruvate rfehytkopenase kinase. I 

X76520 Hs.174139 NM_W152S:Komo sapiens chloride channel 

W94824 Hs.1 1565 NM_080748:Homo sapiens clmnoscme 20 ope 

AI499220 lfc.71573 {kjcurfnk)NMJ)179a8:Homo sapiens hypoth 

AI859390 hb.288940 NM.021 25%Homo sapiens transmembrane pro 

U50079 Hs.68556 NM_004964:Honx) sapte^s his tone deacetyta 

AF0341Q2 Hs.32951 NM_001532^omo saplans solute earner fa 

AV656571 HS.12108B OocushnigNMJD03mHomo8apleretrarism 

N74921 Ha,184389 Hs. 1 843B9£STs, Moderately similar to Si 

BE3118S6 Hs.274230 Hs^4230^^ric^hoadenosJne 5-phospho 

AU039104 Hs.159557 NMJ»22e6:Hbmo sapiens karyophef&i alpha 

BE561610 HsJ809 NM_02W7D:HcmosapiQn3 pubtfve Iransmem 

BE261458 Hs.1 06408 (iocus&nk}NK<JM6022:Homo sapiens 

BE336599 Hs>185055 Hs.18S055;BENE protein 

AL1 33064 hfe.14051 (tocusVnk}N^14569B:Homo sapiens endoze 

At567839 Hs.151714 (tocusf nk)MM_033405:Homo sapiens peroxi 

AC005954 Hs-25527 (kKUsKnV)NM_014428;Homo sapiens fight 

AA301116 Ha,14283fl NW_032390*l«r)O sapiens MKI67 (FHA domain 

AWO52O06 Hs.374973 NM_004697^omo sapiens PRP4 prcwnRNA pro 

AF161254 Hs.106195 0ocusIlnk)NMJ)16579iHomo sapiens 6D6 an 

AB012193 Hs.1B3874 NM_0035B9^omosapfen 5 culto 4A (CUL4A) 

F07763 Hs.1369 N^L00D574:Hoino saptens decay acceleratin 
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42S023 
452862 
442993 
404240 
424903 
4295B3 
445937 
424994 
424142 
428028 
456534 
424685 
419170 
439841 
42B390 
4305B9 
431163 



NMJJ00312 Hs.2351 
AW378065 Hb.86&7 
B£D18682 Ha.166196 



457635 
419705 
454390 
402829 
451707 
433804 
420035 
437704 
439223 
452203 
450273 
408089 
446950 
437379 
427581 
433627 
400263 
433S70 
410636 
456950 
432331 
428144 
417144 
458778 
425274 
446913 
449647 
420166 
412420 
424482 
414106 
422396 
426093 
426293 
445680 
442821 
427997 
427648 
428734 
453902 
441565 
414045 
423323 
443303 



422256 
451129 
400205 
428109 



417457 
406363 
4447SB 
423309 
426125 
452635 
419493 
457670 
400125 
429404 
410293 
434626 



427715 



S78167 

NM_006412 

AM52943 

NM.0Q0546 

AI67B727 

U52112 

X31195 

W21223 

BE002798 

AF036951 

AK40377 

AJ0Q2744 

NM_006855 

BE3S7202 

AV6B0976 

AW368634 

ABQ20713 

AW051061 

NM_P13442 

AI741909 

AA766142 

AW238299 

X57522 

AW296454 

H59799 

AA305800 

A1359575 

NMJM478B 

AFQ7885S 

AJ5B0053 

AA0a8177 

AF111170 

AI732374 

BE269243 

AA382104 

AW451034 

BE281191 

M194422 

AI567180 

AW732276 

AL035668 

BE258621 

U 33446 

W21872 

AW594506 

BE250944 

AF167572 

BE391929 

D15049 

AI376722 

BE303Q44 

BE602341 

AWS53575 

NMJJ02951 

AI951628 

U87319 

AF083420 

M64G73 

BE072881 

AW732918 
AA173467 
NM.0O4182 
M378907 

AL044B78 

BE006775 

XB7241 

AK001269 

AF001212 

AF119666 

NIO05738 

AKD00047 

AF155661 

AJ8Q5684 

BE245274 



Hs.153752 

Hs.2D9119 

Hs.321231 

Hg.1646 

Hs.378970 

Hs.182018 

He.100623 

Hs.151734 

H3.2878S0 

Hs.6710 

HB.350O77 

Hs.246315 

Hs.250696 

Hs.118638 

Ms.3569 

Hs/| 54331 

Hs.56966 

} 15.60973 

Hs.3439 

He44G80 

Hs.131810 

Hc25C618 

H^352016 

Hs.24743 

Hs.42644 

Hs.5672 

Hs.23765 

Hs.1 79703 

Hs.284296 

Hb,75309 

Hs.109007 

Hs.172870 

Hs.305165 

H&339B27 

Hs.182025 

Ks.81337 



Hs.155462 

fte^2654 

H6.U0S06 

Hs.95563 

Hs.73853 

Hs.149155 

Hs.75799 

Ks.7907 

Hs.104830 

rte.18355S 

Hs.12912 

Hs.8752 

Hs.179770 

Hs.180062 

Hs.192023 

Hs.3402 

Ha.303125 

Hs.7S722 

Ha.127007 

H&S216 

Hs.166913 

Hs.1499 

HSJ1848 

Ks.182490 

Hs.62402 

Ks.172791 

Hs.343328 

Hs.11899 

Hs.126782 

Hs.166994 

Hs.30738 

Ks.90744 

Hs.23449 

Bs.125078 

Hs.10706 

Hs.61960 

Hs.22265 

Hs.31731 

Hs.180428 



NMJJ00312:Homo sapiens protefo Cflnacli 
Hs.8G87:ESTs 

Hs.166196:ATPase, Class I, typeBB, roemb 

(focosfak)NMJKH35&tfomo sapiens cefl d 
NMJX)6412:Honio sapiens l-acylglycefOl-3- 
flrjcusllnk)Nr^Q03779:Horuo sapiens UDP-Ga 
NM_00D646;rlomo salens tumor protein. p53 
Hs.378970:Horno sapiens cDNA FU351Q2 fe 
HsJ82M8.intertBuMn-1 recepfcw-assocto 
NMJ3B689:Homo sapiens protein phosphate 
Hs.151 734,-nuctear transport factor 2 
NM.00221 fcHomo sapiens Integra! membrane 
NM_004870:HomD sapiens manncse-P-dolicfiD 
NM_00 0982: Homo sapiens ribosomal pratefo 
NM_017423:Harno sapiens UDP-N-acdyl-alph 
NhL006855:Homo sapiens KDEL(LysAsp-G!u 
Hs.lT6838fnoiwnatesteffc cells I, prate? 
Hs.3569 chromosome 20 open reading frame 
Hs.154331:ESTs 

(k»UBlInk)NM_024923:Homo sapiens hypo* 

Hs.6097aHofnosapr9JJS cDMA FU40a29fls. 
Hs.3439stomalln (EPB72>lite 2 
Hs4468Q:hypothelical protein RJ20979 
Hs.13l6tOiHotiK) sapfens cDNA FU35976 fis 
NMJ025217:Horno sapiens UL16 binding prat 
NrVL000593:Homo sapiens transporter 1. AT 
Hs.24743ihypothe8caJ proteTn FU20171 
Hs.42644:riiloredonrakB 2 
Paxisfink)NM_030799:Homo sapiens gufgl 
Hs.23765:membrane metaJto-encJopeptidase- 
NMj014788:Homo sapiens tripartite moSf- 
NMJ»3161:Homo sapiens surfeit 4 (SURF4) 
MNL00l951:Homo sapiens eufcaryofc trans! 
Hs.109007itomo sapiens, Slmilarto LOC16 
rls.172870:KJAAl913 protein 
Hs^06l65:ESTs r Highly aimlar b tnfrw 
Hs.339827:ESTs, Weakty slmflarto pmtea 
Hs.l82625iVAMP (vesV^assodated memfr 
fe8l337J6otJrwp^acto9jdB-bntIljig I so 
Ntt.001669:Hwno sapiens aryisuttatoe D ( 
Hs,155462:MCMS rritnichromosome maiitenanp 
NMJW49^Homo sapiens myosin Vt (MYOG). 
Hs.110S06:hypothe&al protein BC004501 
NM_Ol2339iHomo saptens (ransmBrnbrane 4 s 
NrVL0012<XhHonio sapiens bona morphogeneS 
(bcii3^nk)hJM_0 03374: Hama sapiens vottjag 
Hs JSTSftprofease, serine, 8 (pros to? 
flo<^nigNM_145059:Hofna sapiens L-fuco 
K3.104B30:ESTs 

Hs.183556aoIute carrier famay 1 (neutr 
NM-0D6109Homo sapiens SKB1 homolog (S. 
H5.B752:barrsniembnarie protein 4 
MMj002842iHmTW sapiens protein tyrosine 
H6.18QD62:prateasame tprosofre,inacropain 
NM_003767^f omo sapiens cufcaryofc (rsnsf 
NfcU39l77^oinosBp^schromosoma 17ope 
hte,303125^>534nduce<i prote»n PIGPC1 
r^M_0029Sl^omo sapiens ribophortn II (RP 
NMJH)3740:HomD«apien8 potassium channel 
NM_033340^Jomosflffej?s Caspar 7, apopto 
NM_00357fiHomo sapiens serlneflhreonJne 
NWJD05526:Horno sapiens heal shock trwisc 
BE072881iC£BT064e-20030(K012-e09QrT054 
NMjD062G6:Hbnu> sapiens RAD21 homolog (3. 
Hs,182490Jcuckie-ncfi PPR-moGf contain 
Hs.62402:p21/Odo42^Rflc1-5cSvated kinase 
NM_004182;Homo eapleiis ublqtittously^qpr 
Hs.349326:HbitK) saptans cDNA FU30677 tTs 

NM_000BS9:Homo sapiens 34iydnoxy-3-mdhy 
NM_014467:Homo eapfens sosfrkepeet prot 
Hs.1 6B994*PAT tumor suppressor nomotog 1 
WMJJ18087:Horno5Hp3ens hypc\lv&zi pmt 
Hs50744iproteasome {prosoma, macropaitt) 
NNL01 8B42:Homo sapfens insuSn receptor 
(IocuBirnftJMKC004152:Honio sapiens omTth 
NfcL005738:Homo sapiens ACT^bosyfcrlton 
NM_01 8992; Homo saptens hypotheffcal pro) 
HsJ2226fr pyruvate dehydrogwiasa phospnat 
(k)Cusiin|gNfiA_012094:Homo aapiens pertra 
HS.18042&K1AA1181 prxrfsfn 
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446715 
426733 
429747 
406698 
439778 
418B62 
421140 
451932 
449042 
426746 



444734 
436415 
457329 
432169 
412525 
416391 
419193 
432065 
400262 
423598 
424291 
450506 
437296 
431731 
425159 
427349 
439246 
448775 
407236 
445350 
444706 
429574 
427647 
41593B 
414271 
424394 
437186 
430542 
444019 
434931 
426158 



AJ337735 

US8615 

MB7507 

X0306B 

AL109729 

BE550964 

AA298741 

AA36Q954 

AW294985 

J03626 

NM.012243 

NM JJD1360 

BE2B5254 

AI834860 

YDD971 

AA581439 

AI876927 

D29643 

AA401039 

BE2476D0 

AL12DQ61 

NMJKM460 

M350994 

BE266322 

NMJM4341 

AA36D164 

AM9B072 

AB026237 

W79485 

AF052112 

AK00039B 



W19744 



AK0C0275 
BE277024 



402104 
446620 
443425 
414883 
413053 
451564 
437822 
441866 



422192 
446506 
415323 
449644 
422611 
41764Q 
42*157 
447321 
450447 
422691 
426375 
449230 
424756 
442772 
430281 
446153 
420332 
417691 
412926 
427306 
432026 
449199 
442739 
422051 
452714 
431BB4 
402260 



AJ557485 

BE173977 

AWS6B941 

NM.0019B2 

BE16503G 

M1288Q8 

AI056776 

AA9269B0 

AUD3S737 

AU07669B 

AW450485 

BE464341 

AW643633 

AA305159 

AI123118 



AW960707 

AA1SB177 

D30857 

AT738719 

AW271217 

AF212223 

NM.003365 

AKQ00597 

BE613348 

AW504657 

AW9036B0 

AI876B42 

Y1DB05 

NAL001756 

AU076S10 

AJ 879078 

D26067 

AA524545 

AI690122 

NM.007274 

AW327546 

AW770994 

AA521246 



Hs.173919 

Hs.172280 

Hs.2490 

Ha.73931 

Hs.99364 

Hs.89399 

Hs.102135 

Hsl27268 

Hs.30715 

HsJZ057 

Hs.159322 

Hs.11806 

H&343258 

Hs.359S82 

H&2910 

Hs.152328 

Hs.79284 

Hs.34789 

Hs^903 

Hs.75309 

Hs377958 

Hs.144700 

Ks.418 

KsJ202B1 

Hs.211374 

Hs.154666 

Hs.177415 

Hs351474 

Hs38B 

Hs.173980 

Hs.12540 

Hs.11747 

Hs208912 

Hs.160059 

Hs.78921 

H3.75B71 

Hs.146381 

Hs.377816 

Hs.118122 

Hs.10098 

Hs.1 66254 

Hs.199067 

Hs.241305 

Hs.179902 

Hs.133397 

Hs,34B669 

Hs.75184 

Hs.132760 

Hs.4437 

Hs.21201 

Hs343281 

Hs.1 13019 

Hs.15159 

Hs>949 

Hs.148324 

Hs.118722 

Ks.82353 

tts.198427 

Ws38T434 

Ha^SOlO 

Hs.1 19251 

Rs.169549 

Hs.356392 

Hs.152931 

Hs.5957 

Hs.237924 

Hs,2D52t 

Hs.1305 

Hs.82399 

Ha-75061 

Hs.174905 

Ws.224630 

Hs.196988 

Hs3679 

Hs>1 11024 

Hs30340 

Ha.210792 



Kfe-173919:ESTs, Weakly similar to nauron 
MMJ)03074^aroD sapiens SVWSNF itfafed, 
Hs-2490xaspase 1, apoptosis-related cj* 
Hs.73931unajbr htetajnpaDbaily coropla 
Hs.99364^bhydrolase domain containing 1 
NMj305176:Homo sapiens ATP synthase, H+ 
NM_0062BfcHomo saptens signal sequence r 
Hs-2726fcKomo sapiens tiDHfc FU21333 lis 
Hs307l6:pa(assrurn vollflge-gafed channel 
NM„000373:Homo sapiens uridine monophosp 
(bcusU/ik)NM_012243:HwTM sapterw sotuie 
NM_Q0l360:Homo s^fens 7x3ehycftocholestB 
NM_D06191:Homo sapiens protfe ration-ass 
(loajsftik)MM_016442:Homo sapiens type 1 
NH_002765:Homo sapiens phospharibosyi py 
Hs.l52329:ESTs 

NM_QQ2402:Komo sapiens mesoderm specific 
l^005216;Hon»5apieftB Arffchyi-diphosph 
Hs.2g03:protan phosphatase 4 (fortnedy 
NMJ00196t:Komo sapiens euVaryotfc transl 
NMj)2O400;HQrno sapiens 6 protein-coupled 
NM_004429:Homosapfen B ephrln-B1 (B=NB1) 
OocusfinkjNM_004460:Honio sapiens flbrob 
Hs.2Q28l:MAPK phosphatese-7 
OocasHnkJNfcL14505l:Ho»uo sapiens nypotfi 
NMj}04341:Koroo sapiens cabamoyl-phospha 
(locuslink}NK_O01997^OTTn sapiens Fuiket 
Hs.35l47*Nomo sapiens cDNA FU30002 fis 
NMJM2452:Homo sapiens nudfa {nucleoside 
Hs.173960:nuclBaf maWx protein NMP20O 
NM_j006330:Homo sapiens iysophosprxflpase 
(toeuslwfc}NfcL01 779ftHwtra sapbns cnromo 
HB.2D6912*ypothetlc3i protean MGCB61 
HB.l8D0£9:Homo sapens cDNAFU313SOfe 
NMjD0348Q:Homo sapiens A ftiase (PRKA) a 
(tocusJin^NM_0l240S:Homosapians pratel 
Hb.146381:RMA binding motif protein, X c 
H3,377816:htomo sapfena cDNA RJ36B08 lis 
Hs.l f91223tbosomar protein Ll3a 
NfAjDI 9082Homo sapiens putatlva nucleola 
h^l662S4:irKdycrthobe of rat vacuole 
NMJD01982:Homo sapiens v-efb-b2 erythrob 
(locuslinlOKM,005470:Komo sapiens trips/ 

(bcuEBnlOMM_022109:Hmno8^ens CD*92 
Hs.133337:ESTs 

R&^4d669:CDQ28 protein kinase 1 
H3,75184xhib'nsse $%9 1 {carluage g 
(kxaisIn)gi^001467:Horr» sapiens gluoos 
NM_fJOD99i^omo sapiens ri bosom al protein 
KsJ21201:nectin3 

«s.343261 :hbtocompaBb5% (mtnoc) 13 
NM_015931^omg salens fis485 (IOC51066) 
(k?oisnn^rJM_015326:Homo sapbms chemok 
NM_000433:Honx) sapiens neubophU cytoso 
Hs.148324£STs 

(Ioc*j sltnK)N M_0044S0;Homo sapiens fticosy 
NMJK)6404^omo sapiens protein C recepto 
NM_0001 89:Homo sapiens hexoWnaae 2 (HK2 
Hs^8T434ifomo sapiens cDNA RJ31373 ffs 
NMJTJ B698:Hcxtid sapiens hypothefcst prot 
MMJ)03365:Homo sapiens ub^uhd-c/lochr 
NM_017893:Homo sapiens sema domain, mrniu 
Hs356392:ESTs. Highly similar to S-phas 
(locusJlnk3NM_0O22g6:Homo sapiens lamb 
Hs.5957iHomo sap'fins done 24416 mIRNAse 
NMJ)1601ftHwno sapiens CQI-69 pratefn (L 
NMj001538:Homo sapiens HMT1 hnRNP methyl 
NM,001756:Homo sapiens serine (or cystrf 
rJMJD07357:Homa sapiens component of dig 
Ks,7506l3nacrophagB mynstoylated alanln 
Hs.l749Q&KlAA0033pnfeIn 
H£L224630:Homo sapiens cDNA FU3331B fis 
Hs.196986:ESTs 

(tocusllnigmi.007274:Homo sapiens cytoso 



409267 
447783 
426812 



AK000002 Hs^5879 

NMJJI2453 H^52515 

AP054178 Hs.19561 

AF1D5365 Hs.172513 



H£w3034anypolheliqal protein KIAA1165 
Hs.210792Homosapfen5CDNAFU36691 fis 

[loaisllnigM^033450:Hbnw«apfens muted 
NM_QT245$rtomo saplsns transdudn (beta) 
NMJW5001^omosaptBna NADH dehydrogsnaa 
NM_00659arHon» sspto so?ute carrier fe 
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448752 
425221 
440286 
413745 
412338 



427S40 
440943 
425966 
415445 
449944 
424381 
426784 
420190 
438085 
410216 
430154 
458376 
410600 
420676 
435640 
427775 
412600 
430250 
432671 
43Z731 
410340 
410047 
430567 
425907 
436075 
403912 
429782 
416178 
445229 
422030 
409591 
411531 
414820 
450770 
433233 
414172 
428781 
432078 
454358 
447140 
409132 
400836 
4202Q1 
414343 
447096 
412276 
425281 
407738 
40GB45 
4070B2 
452012 
403217 
414249 
431243 
417777 
457274 
445139 
430280 
422197 
422938 
435575 
449704 
426925 
414S14 
406387 
444108 
4240B9 
4147B8 
424927 
451452 
426924 
447032 
410683 



BE379335 

KMJJ02267 

AL031259 

AV652402 

AA593867 

AV649B64 

U29589 

AW2472S2 

M151527 

BE5456B4 

AF058293 

AW08229B 

NMJXM761 

L13210 

AF290512 

AA285249 

U03749 

AI816209 

R52518 

AU076718 

AW583058 

AB023179 

AW575742 

A1434780 

AF220053 

R26944 

L28824 

NM.01G929 

NMJJ16142 

R31178 

AWI82833 

A1167810 

NML003028 

AA365752 

BE09017G 

NMJW54 

AI808527 

BE27B013 

X51416 

AA532963 

AB014511 

AA371931 

AA01S024 

AB 040327 

AW954324 

AF164799 

BE314877 

AVW92876 

AF07O537 



HsJ211594 

Hs.3B86 

Hs.367900 

Hs.72901 

Ks.300842 

Hs.155188 

Hs.7138 

Hs.75514 

Hs.69485 

Hs.343568 

Hs.1 80015 

Hs.146161 

Hs.1973 

Hs.79339 

Hs^B215 

Hs.146329 

Hs.172216 

Hb.95867 

Hs,7967 

Hs.164021 

Hs.234726 

Hs.9059 

Hs.351676 

Hs.4248 

H&54960 

HS.IB0777 

Hs.74101 

H8J2B3021 

Hs.279617 

Hs.287820 

Hs,1 12188 

Hs.379753 

Hs.244542 

Hs.155966 

Hs.179902 

Hs.220669 

Hs,192822 

Hs.343828 

He.1 10849 

Hs.9100 

HsJOSM 

Hs.77422 

Hs28803 

H3.301B04 

Hs.75790 

HS.1933B4 

Ha.24553 

Hs.288936 

Hs.17481 

Hs,50732 



AI623693 H&323494 

AU06166 Hs.75914 

BE539199 Hs.62112 

BE262621 Hs.73788 

BE385099 H3.355B14 

N41744 Hs.349326 

Z47055 

AA307703 Hs279766 



AJ797994 

U46455 

AI823763 

AW874193 

AB037M8 

AA36125B 

AW974265 

MM_001609 

AF213457 

AKD00733 

NMJW1196 

D14697 

R55784 

AL036662 

X78342 

AW973666 

BE96QD65 

BE222542 

AK00O310 

M194952 



Ha279929 

Hs252189 

Hs.7055 

Ha.227152 

Hs.12365 

Hs.237868 

Hs.111632 

He.1594 

Hs.44234 

Hs23900 

Hs.172894 

H377393 

Hs.140942 

H8.144949 

Ha.77313 

Hs.153850 

Hs26433 

Hs.128782 

Hs.17138 

Hs.36093 



H3.21 1594:proteasome (prosome, mecropafa 
Hs.SSa&ltflryopherin alpha 3flmportln al 
H b . 3679 (Xkprogramma d ce5 death 2 
NM_078487:Homo sapiens oydiiHJependsnt 
NNL02482D:Homo sapiens KIAA160B proton 
NMJXJ5642:Homo sapiens TAR RNA polymera 
WMJW0740:Komo sapiens chcRnengfc recep 
ha4_OQ0270:Homo sapiens nucleoside pJiospti 
(k3«silnk)KM_024e61:Horao sapiens hypoft 
tte343566:K!AAD251 protein 
NM_001355;Hcmo sapiens tMcpachroma tart 
NM_032331:Hamo sapiens hypothetical prol 
NH.001761:Homo sapiens cyclin F (CCNF), 
NM_005567:Honio sapiens tec8n r Qalactosi 
(!ocusrLiiigNM_03304frHDmo sapiens rhotek 
WhL007194:Honwsapiens CHK2 checkpoint h 
tlM_001275:Honw sapiens chromogramn A {p 
(Tocuslink)NM_Q241 1 2:Homo sapiens chromo 
Hs.7967:ESTs, Weakly simitar to extensm 
NMJX)2993;Homo sapiens small inducible c 
NftLPOtOfl&Homo sapiens serine (orcystei 
Hs.9059:KlAA0962 protein 
tte351676:Homo sapiens cONA FU25921 lis 
Hs.4248:Komo sapiens PP3781 mRNA, oomple 
NMJ)18468:Homo sapiens i*i characterized h 
Hs.1 80777^ofDO sapiens mRNA; cDNA DKFZpS 
Hs.74101spTesn tyrosine Wnsse 
NM^016a29:Homosapjenschlori[fes 1 tracel 
Hs,27g617^roxysteraid (17-beta) dehyd 
Hs.287B20iibronecen 1 
(tocuslb)k)NM_021B2fi:Homo sapiens hypoth 
Hs-3797 53: Ho mo sapiens cONA FU331 76 fia 
Hs244542:Bamo sapiens cDNA FU38908 fts 
Hs.155965:E8Ts 

NM^08054G:Hon)o sapiens CDw92 aiCgen (CO 

Hsi2O689:Rffi-0TPas^acttvaT&i0 protein 
NKL030949:Homosapj9R3 protem phosphate 
Hs.343828:Homo sapiens mRNft; cONA DKfZp7 
{IoctJslmk]NM_004451:Hofno sapiens estrog 
Hs,9100:hypothetfcal gene supported by A 
Hs,70604ATPase, Qass II, type SA 
Hs.77422;pfDteollpid protein 2 (colonic 
HsJ2aB03:ESTs 
Hs^01804:KlAA1494 protein 
(locusIn>QNM_002842^{omn sapiens phosph 
H2.19338d T utet3ttve 28 kDa protein 
(locusftilONM_02236m)mo sapiens hypoth 
NM_031420:Homo sapiens mitochondria rib 
NM^l3839l:Homo sapiens hypolheficai prot 
NM_P05399:HDmo sapiens protein kinase, A 

(locusllntONftL017984dlaTna sapiens hypoth 
NM_O06815Hoino sapiens coated VBsbla me 
Pocus&ntyNM_003457:Honio sapiens zinc f 
HsJ3798macrophage mlgraUoti InMbltory 
Hs^55B14.Homo sapiens cbno IMAGE:2S333 
Hs.349326:Homo sapiens cDNA FU30677 fe 



(toctisllnk)NMj012310:Homo sapiens lunasi 

(locusilnigW^Ol75lftHomo sapiens np25L2 
NM_002999^tomo sapiens syndecan 4 (em phi 
Hs.7055:Honwsapfer» cONA FU33420fis, 
NW_0183915temosapians hypothetical prol 
Hs.12365^ynaptDtagmin XIII 
Hs.237B68:Homo sapiens mRNA: cOMA DKFZp5 
Hs.1l1832;Um3 protean 
NNL001809:Hon» sapiens cento mere protel 
N r M_Ol89o5:HwT>o sapiens fa^oermg rocept 
Hs^390ft Rac GTPese activaffng protekl 1 
Hs.1728«:BH3 iiteracljng domain death a 
(locusSnk) N 5^0020 M:Ho m □ sapiens lames 

Hs.140942^omo sapiens cDNA FU38396 fe 
Ha.144949£STs 

HB.77313:oydMependent kinase {CDG34 
Hs.l53850:hypo1hetrcal protein C321D2>1 
NMjD01382;Homo sapiens dolchyl-pnosplial 
Hs.128782^omo sapiens cDNA FU31512 fin 
(locuBanigh3Mj0l7755:Homo sapiens hypoth 
KsJ6093:Horoo sapiens cDNA FU12885 lis. 



3.27 
3.27 
3.27 
3.27 
3.26 
3.26 
3.26 
3.2G 
^26 
3L26 

a26 

3.26 
3.25 
3.25 
3.25 
3.25 
a25 
3,25 
3.24 
a24 
3.24 
3w24 
3-24 
a24 
3.23 
3.23 
3.23 
3.23 
3.23 
3.23 
3,23 

a23 

3.23 
3.23 
3.22 
3.22 
3.22 
3.22 
3.22 
3.22 
3.22 
3,22 
322 
3.22 
a22 

a2i 

3,21 
3.21 
321 
3.21 
3.21 
320 
320 
320 
320 
320 
3.20 
3.20 
3.20 
3.20 
320 
320 

ai9 
aw 
aw 

119 
3.19 
3.19 
M9 
3,18 

ais 

3118 
3.18 
3.18 
3.18 
3.1B 

ai7 
ai7 
ai7 
au 
ai7 

3.17 

ai7 
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415402 
451032 
412146 
417018 
425244 
417B78 
426675 
433726 
442643 
41B462 
429922 
429556 
418127 
416293 
435958 
414702 
437672 
435750 
432710 
407961 
438203 
426410 
422262 
450295 
413900 
452685 
407797 
41200S 
424247 
"447627 
422753 
441321 
411358 
438444 
424727 
435975 
426680 
412326 
409220 



AA164687 

W03692 

M92444 

M16D33 

AK0O2127 

U90916 

AW0847B1 

NR^pOB979 

U82756 

BE001596 

297630 

AW139393 



8E244454 

AW1614M 

122005 

AW748265 

AB029D12 

AA60958S 

AW872939 

BE540090 

BE29B446 

AF019225 

AI766732 

AW409747 

AW780199 

AK00O524 

AW451618 

X14008 

AF090922 

A1928995 

H17182 

R47479 

AI0B47O7 

AW590378 

AL11B990 

AA3201EO 

RD7568 



422675 
444301 
409932 
419152 
410240 
413073 
406865 



AW5762S2 

BE018517 

AKDQ0138 

AI376750 

L12711 

AL157424 

ALD3B165 

A1Q25931 



Hs.177576 

Hs.323079 

Hs.73722 

Hs.80887 

Hs.155313 

Hs.82845 

Hs.133122 

Hs.276721 

Hs.374973 

Hs.85266 

Hs.226117 

H9.314S07 

Hs.83532 

Hs.79162 

Hs.111577 

Hs.76932 

Hs.5741 

Hs,49S0 

Hs-278672 

Hs.41694 

HsJ345 

Hs.305B90 

Hs.114309 

Hs.210628 

Hs75612 

Hs.30327 

K&39B50 

Hs.290216 

Hs.234734 

Ks.152738 

Hs.1575 

HsJ771 

H&-94761 

Hs.301226 

Hs.378965 

Hte.373554 

Ha,171811 

Hs.73817 

H&51233 

Hs.190161 

Hs.119140 

Hb.10760 

Hs,57600 

Hs.89643 

Hs.61289 

H8.75187 

Hs.181357 



44102B 
417211 
421684 
429824 
426234 
408805 
417821 
416976 
410013 
429997 
453518 
429238 
433409 
426440 
435472 
427609 
,408201 
1 418181 
445176 
436906 
427337 
433435 
408150 
43173B 
449703 
423184 
400278 
449051 
428237 
430066 
428044 
426989 
447887 
422010 
444823 



A1333660 Hs.17558 

T97617 Hs.269092 

BE281591 Hs.106768 

AA296383 Ks.121520 

BE314534 H5.168169 

K6&912 Hs.48269 

BE245148 Hs.82643 

BE243985 Ha £0680 

AF067173 Hb.57904 

NM.003816 H*2442 

AW503205 Hs.27268 

W.00284S Hs.198288 

AJ2706G2 Hs.25661 

BE382756 Hs.169902 

AW972330 HsJ283Q22 

AKD0O436 He.179791 

AK0005S8 Hs.43654 

U37012 KS.B3727 

AIB70907 Hs.12379 

H95SS0 Hs.181244 

Z46223 HS.176B63 
BE545277__JHs.340959 

BE620274 Hs.43112 

AW237726 Hs.288549 

H61001 Hs.171802 

NNL004428 Hs.1624 
Hs.2280 

AW9B1400 Ha333fi26 

AA236291 Hs.183583 



Hb.237825 
AA093322 Hs.301404 
AI515206 Hs.100293 
AA114050 Hs. 211610 
AA302049 Hs.31181 
Hfl.12045 



Hs.177576:mannosyl (slph3-1,3->glycopro 3.17 

Hs^23073:Homo sapiens mRMA; cDNA DKFZp5 3.17 

Hs.73722 APEX ntfckrasB {mulWunctloTOi 3. 17 

HsJ08B7:v-yes-1 Yamaguchl sarcoma viral 3.16 

NMJ»2t05:Homo sapiens dBBth associated 3.1 6 

Hs.B2845*omo sapfens cDNA: FU21930 fa 3L1 6 

Ra.133J22:hypothBEcal proteb FU14524 3.16 

NM_006979:Rorno sapiens HLA class II legl 3.16 

(locu3?nk)NM JKW697:Homo sapiens PRP4 p 3.16 

H^^Brbtsgrin, beta 4 3.16 

NNLfl05318:Homo sapiens H1 hiatone family 3.16 

Hs^14507:hypoihetira! protean MGC2S55 3.15 

{locuslln^N^L0023d9:Homo sapiens membra 3.15 

hte .791 62 stiudura specific recognition 3.15 

(locuslink)NM_03092B:Homo sapiens Integr 3. 15 

NMJW4359:Homo sapiens cell division eye 3. 15 

NM^01623D:Homosaptensflavohemoproteln 3.15 

H5.4990;KIAAlOaS protein 3.14 

NM_005B98:Homo sapiens membrane cornponen 3.1 4 

Hs,4 16 94: origin recognition complex, sub 3.1 4 

rfe.7345:MAD1 niiloQc arest deficient-Ii 3.14 

NM_13B578:Homo sapiens fiCU-like 1 {BCL2 3.14 

0ocusllnk}NhLOO3661:Homo sapiens apollp 3.14 

H*210628;EST& 3,14 

NMj006B19;Horno sapiens stress-lnduced-ph 3.13 

NMJJ03668:Horno sapiens mltogen-acfivated 3.13 

Hs-39850:urfc&ie kin&sfrlike 1 3.13 

Hs.290216:E8Ts 3.13 

NM_000239:Homo sapiens tysozyme {renrf a 3.13 

N W_0l605D;Homo sapiens mitochondrial rib 3.13 

Hs.1575:small nuclear libonucleoproteln 3v12 

NMJ307273:Homo sapiens repressor of astr 3.12 

Hs54761:K!AA1691prolern 3.12 

Hs.301228:Homo sapiens, clone IMAG&3456 3.12 

Hs.376965:Honio sapiens cONA FU37658 3.12 

(loctidfrik]NM_13Q78G:Homo sapiens alpha- 3.12 

NM_M1625:Homo sapiens adenylate kinase 3.12 

NM_0D2983:Homo sapiens small Inducible c 3.12 

(k3ccsInK)NNi.003842:Homo sspten© tumor 3.12 

Hs.190t61:Utt protein 3.12 

Nhl_001B7O:Homo sapiens eutaryoNctransI 3.12 

NMJ)17680:Homo sapfene a&porin (LRR das 3.12 

NfA_00l2B3;Homo sspbns Rdsptor-ralafed p 3. 12 

pocusHrk)NfuU301 0&4:Homo sapiens transk 3.12 

H&61289xynapto)anln2 ai2 

N M_0 f 14765d I oma sapiens trsnatocsse of on ail 

Hs.1 81357:lamBiln receptor 1 (67kD, ribo 3.11 

3.11 

Hs.17556;Homo sapfere. clone IMAG&4O704 3.11 

Hs^fi9092:EST3 3,11 

NMJH 81 20:Homo sapiens hypotheflcal prot 3.11 

Rs.121520:Homo sapiens cOWA FU35792fls 3.11 

Hs.1681fi9:b1njnctional apoptosJs regufal 3.1 1 

NMJB3384:Homo sapiens vaccinia retated 3.10 

NM_002822:HomQ sapiens protaki lyiosipQ 3.10 

Hs.8068fcmejof vault protein 3.10 

H8J7904miago-rBshl homotog, prolKeratl 3.10 

Hsl2442:8 disintugriii and motalfaprotein 3.10 

Hsi7268:Hcmo sapiens cDMA: FU21933 Us 3.10 

NHjD02B49:Homo sapiens prcte&i tyrosine 3.10 

H9.2566l£STs t Moderately similar to hyp 3.10 

NMJMB516:Homo saptens solute ca^fer fa 3.10 

NMJD1B643:Homo sapiens triggering recepl 3.10 

MMJD1781 7;Homo saptens RAB20. member RAS 3.10 

NM_01 7B82i1omo saptens cerold-fpoftasdn 3.10 
NHJ>13291:Homo sapiens cleavage and poly 3.10 
NroOUiaHomo sapiens ELAV {embryonic I 3.10 
Hs.181244inajorhlstocompalia)li^oompt 3,10 
N&UK)0569:Homo sapiens Fc fragment of lg 3.10 
NMJD05726cHomo sapiens Is translation el 3,09 
Hs/3112;Homo sapiens mRNA;cDNA DKF2p43 3.09 
NMJ)32828:Homosaplensublqu5SnUBRa 3.09 
Hn,171802:Homo sapiens, ctonelMAG&3956 3.09 
NM_00442B:Homo sapiens ephrin-Al (EFNA1) 3.09 
NM_002950:Homo saptens ribophorih I (RPN 3.09 
NM_032339-llomo sapiens hypothetical prat 3.09 
NM_030o66:Hamo sapiens senile (or cystel 3.09 
Hs23782&slgnal recognffloii parbcla 72 3.03 
NMJD05743*torno sapiens RNA Umfing motif 3.09 
Hs.100293.-O4rnk8d M-acety^cosamlne { 3.0B 
NNL001228^lomo sapiens caspase 8, Bpopto 3.08 
HsJIIOtiHomosapiBnscDNA: FU23230fls a<J8 
Hs.12045:C2fprote1n 3.08 
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BE37B794 


Hs.159651 


AA C1 7*3 


AW501735 


Ha.180059 


419757 


AA773B20 


Hs.63970 




USS839 


Hs.180533 


A'} a Ana 


AI754813 


Hs.146428 


wsw 


NWL000507 Hs.574 


420187 


AK001714 


Hs.95744 


431.dQ.ft 
*rO J-tiJO 


AKQQ1777 


Hs35855l 


A\ 


AWB45987 


Ks£B864 




AA641636 


Hs^7477 


*tZJE>/ 1 


AWB60155 


H^234101 


4JR71Q 


AA033G27 


H&31858 


451455 


A1937227 


rfej8B21 


45DB76 


AF169062 


B&JZ65976 




D56165 


Hs^75163 


49lftAfl 

I DUO 


AKO0O157 


Hs.108502 


■400UI4 


H59354 


Ha374303 




AW407157 


Hs.181125 


/RAIMA 


AI488957 


Hs351937 


4WJJC47 


AF123303 


Hs^4713 


418062 


AW630668 


Hs,B33B3 


407223 


H36BS0 




418841 


8E243136 


Ha.86947 


450690 


AA29B6S3 


Hs.333418 


4Uol£4 


U89337 


Hs.42853 


40WDU 


AI224458 


Hs.324507 


421779 


AI879159 


HG.10B219 


44UE4D 


W52010 


Hs.191379 


446770 


AV660309 


Hs.1 54986 


44070B 


AF038962 


Hs.7381 


425116 


AU076611 


Hs.1S4872 


45jUjU 


AA534296 


Hs,20953 


412567 


AU076881 


Hs.74637 


422032 


AA476366 


H&1 10857 


441238 


A137255S 


R&322456 


4w0^4 


087942 


Hs.45328 


4D8102 


U463S1 


Hs.621 


430503 


AI016435 


Hs.tQ4637 


43i2oi 


AK001239 


Hs.274263 


443963 


AA114212 


Hs.9930 


4^do7u 


AW838306 


Hs.129819 


4+3653 


AA137G43 


Hs.9663 


451711 


AKC00461 


HS.26B90 


444/db 


AA533491 


Hs.23317 


407687 


AK0020U 


Hs.37558 




AA32052S 


Ha.201076 


453450 


AW797627 


Hs.347459 


412706 


R26830 


Hs.106137 


448569 


BE382657 


Ha.21486 


443329 


BE262343 


Ha^234 


439018 


AW3O0887 


Ks.26638 


412627 


BE3919S9 


88,74276 


444309 


U83236 


Ks.10803 


41z»xf 


AI373162 


Hs.75103 




AA954810 


HSJ239784 


4l4r/4 


X02419 


Hs.77274 


AK/WY7 
45U0UX 


AL050373 


Hb.25213 


441179 


U72664 


HsJ48495 


4b 1 / Bo 


BE297567 


Hs.27047 


42oUo 


AL037544 


Hg.18429B 


AATCnc 
44fb9D 


MKU003726 


Hs.19126 


436823 


AW749B65 


Hb 117077 


4170Ott 

41roUD 


AA379770 


Hs.82B90 


AJA4DQ 


Y17B01 


Hs.10574 


4iai4i 


HB3265 


Hs.8881 


414421 


AI521130 


Hs.355128 


424867 


AI024860 


Hs.153591 


442504 


BE503373 


Ks334335 


437651 


BE560672 


Hs.13543 


436540 


8E397032 


Hs.14468 


438000 


AI825B80 


Hs.5985 


415697 


AI365603 


H3.27989B 


437468 


AW753112 


Hs.15514 


436319 


H90727 


Hs.5123 


450126 


BEW813B 


Hs.24447 


4458B5 


BE621800 


Ha.29444 


406868 


AA505445 


Hs.300697 


424439 


AA579635 


HM770 


408452 


AA054683 


Hs.222728 


417831 


H16423 


H8X2685 


TABLE 11B 





NWL014452:Homo sapiens tumor necrosis fa 3,08 
Hs.180059:Htmio sapiens CDNAFLJ31 360 Rs 3.08 
Haw63970:ESTs 3,QB 
NhL002756:Homo sapiens mltogaa-acftrated 30B 
Hs.14642Ba»ltogen, type V t alpha 1 aoB 
NM^0005O7:Homo sapferw ftwtase-1 ,6-btep 106 
^M_01 902&Homo sapiens hypoihsCcaJ piut 3.0B 
NM_012tGO:Hcmo sapiens aspartyi arfinopap 3L07 
(fooiBKn!ONM_139248:Homo sapiens membra 3.07 
Hs^7477:ESTs, Weakly sin&Bf to T46220 3S>7 
Hs.2341 01 :Komo sapiens, similarto choJi 107 
Hs.21858:sarmB {or cysteine) proldnase 3.07 
NM_021175:Homo sapiens hepcUIn anflmfcr $£? 
(tocuBl&iigNKL0133B4:HomD sapiens LAG1 1 3.07 

NM_Q0251 2:Homo sapJens non-rtiBtsslaOc ca 3.07 

NM_0l7SBa:Kc ma sapiens hypothetical prot 3.07 

(tocusI5nlQNhiL144691:HDnw saplsns hypotti 3X7 

Hs481125:1nrimuiwgfoMn lambda locus 3X6 

Hs.35l937:ribo&omal pratem, large P2 3.O6 

NM_Ot33B6:Homosaptens hypothetical prot 3X6 

NM„CH)5406:Horm>SBpiena|)eroxln3dox»i4( 3,C6 

»96B50:yw03b12<s1 Soaies melanocyte 2NbH 3.06 

NM_001109:Ho^saplensadfelntegrfn and 3.06 

tlocu5!ln^NMj014164:HoinD salens FXYD d 3.fJ6 

NM_Q043Bl:Homo sapiens cAMP responaive e 34)6 

Hs.3245D7:hypotheSca! protein FU2099B 3.06 

NM_P04626:Homo sapiens w&igtess-type MWT 3.05 

Hs.19137aESTs 3 05 

Hs.1549&S:ESTs t Weakly simJlar to PLLP W H if& 

Hs.73B1 woteje-dependenl anion channel 3X5 

Hs.154672:me1hyfene tetrahydrofatata deb 3.05 

Hs^0953:hypolheticd pju^n BCO10003 3.05 

HsJ4637:tBBlfc enhanced gens transcr^l 3.05 

NM_016310:Homo sapiens polymerase (RNA) 3.05 

NM_032039:Horno saptens hypolrveMcaJ prot 3,05 

Hsw46328rfucosyltrajis£Brasa 2 (secrator 3.05 

Hs.621:tectln, galacloslde-blnding, aolu aos 

Hs.1 04637!solute canter family 1 (gluta 304 

Hs274263:liypo|hebCBl protein FU10377 3.04 

Ks,993tteertne (or cysteine) protemese 3.04 

HM_01B344:Homo sapiens hypothetical prot 104 

MMJM3374:HomoaHpfens programmed cell d 3,04 

NHJM7B29:Homo sapfena cat eye syndrome 3.04 

NM^032924:Horrx) sapiens hypothetical pro* 104 

NM_plB33&Homo sapiens hypothetic^ prot 3.04 

Hs.20107B:ESTs 3 , w 

Hs.347459'J1omo sapiens cDNA FU13900 fe 3,04 

Hs.106137itomo sapiens mRNA far OKSW-CL 3.04 

Hs^1488rfgnfll transducer and activator 3.04 

NMJ»263&Hamo sapiens seven transmembra 103 

NNL031457:Homo ssftens membrane-spanning 103 

Hs.7427&chlon'de ffrtraceJIufar channel 3.03 

Hs.10803xa)dum and Integnn binding 1 3,03 

NM_Q034C6:Homo sapiens tyrasme 3-monoax . 103 

Hs^397843cribble 3.03 

NM_002558:Homo sapiens plasminogen acthr 103 

MM_015677:Komo sapiens hypothetical prot 103 

MMJ»02810:Homo sapiens proteasome (proso 3X2 

H3.27047JrypothefJcaJ protein FU20392 3X2 

NMJHI1799:Homo sapiens cyc&Kiependent 3.02 

N^003726:HomoBsplEnssTcfaTil|yassocl 102 

Hs.1 17077aJnc finger prote&i 264 102 

rfe.82fl9tMetencieregafr«t cell death 1 102 

Hs J0574solute carrier family 2, <faci 102 

HaX8B1:Horno sapiens cONA fU 32163 fls, 101 

Oocuslink|NM.144686:Horiio sapiens hypolh 3.01 

NM-005787:Homo sapiens Wol56 (D. melanog 3,01 

NM_022434^omo sapiens hypolhetfcal prot 3 oi 

(loc^n^>IM_145214Hcmo sapiens trfpar 101 

NMJ>20230:Homo sapiens peter pan homofeg 100 

tts^Saernon-Jdnase Cdc42 sfledor pratel 100 

rfe.27SS9&K0rZPS66!1024 prefein 100 

Hs.155t4^rjothetir^|jiotdnMGC3260 100 

te.6123:typotneticaJ protein BC003246 100 

(tocuslln1rJNMJ»58e6iHorno sapiens type I 100 

Hs.29444:puta11va small membrane proton 3x0 

H3.3QDe97:lmmunoglQbuTBi heavy constant 100 

Hs.l770:lfease I. DNA, ATP^noent 100 

Hs.222728:Homo sapiens cfJMA FU39004fe loo 

HsX2685:C047 antigen (RHetated anflge 100 
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Pfcey: Unique Eos probeset idanbrTer number 
CAT number: Gene duster number 
Accession: Gen bank accession numbers 



Pkey 

406685 
432407 



459306 
452098 
451129 

TABLE 11C 



CAT Number Accession 
Q_D M18728 

MH1429J2 BG036675 BF772005 BF771866 BGB603B6 BG9603B1 NM_OD5712AF110315BE074534BE182776BE158000BE157999BE714315AW618104 
AWB47619AA099425AW8179ei AW856396 BG961122 AA224498 AA30B542AWB21833 BF902155 AT732411 B6778834 BG2B3641 BE74BZ79 
8E748B70 BG31954Q BE748864 BF739224 BG9a6l55AK057283 BI861466 AAG63341 AA457591 BG949294 AW3928B5 AA071122 AA227849 
AA5849ieBG95957OBF773486ALO4169BBF95S0l3RB717DC16899BF770411 BF771298 A1075321 L13B23AA21670OBF771864AW861859 
BE5370GB C18935AA1 55719 BF771 172 BF769107 BF804964 AWB18172 AW81B143 AW392930 AWB17057 AW858044 BF746211 AA179928 
AW8616B7 AWB21826 BI055726 BF242643 AA207189 BF77041 2 BF771 157 BG430Q30 AA055592 

223120.-4 AW578452 

161393J BG028348BF772844 HB3066AW817959 H90985 BF765038 A185B183 
149551 1J BE07288t AT762181 BE072946 



Ptoy: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Idenflfler <GI) numbers. "Dunham I. et al" refers to the publication entitled The DNA 

sequence of human chromosome 22." Durham I etat, Nature {1999) 40248W95. 
Strand; Indicates DNA strand from which axons were predicted. 
NLpostoon: Indicates nucleotide positions of predicted axons. 



Pkey 


Ref 


Strand 


MLposltton 


406399 


9256288 


Minus 


63448-63554 


403220 


7630 959 


Plus 


6433&S4517 


403218 


7630959 


Plus 


5B039-58149 


403221 


7630989 


Plus 


65294-68436,66936-67124 


4054B4 


5922025 


Ptus 


199214-199579,199672-199920,200262-20049 


400529 


97S69B3 


Plus 


136232-138423 


405556 


1552511 


Plus 


163497-163623,l647l5.164mi65369-16550 


403739 


7630882 


Phis 


44563-447€6 1 4820&^e4a3.5225&52485 


403219 


7630989 


Plus 


61 858-61995 


404826 


6572184 


Plus 


4772&48046 


400750 


8119057 


Plus 


198991-199168,199316-199548 


400846 


9188605 


Plus 


39310-39474 


401179 


9438647 


Plus 


113477-113893 


400847 


9188605 


Plus 


44643-44835 


404854 


7143420 


Plus 


14260-14537 


400448 


9837687 


Mnus 


177372-177674 


404240 


5002624 


Minus 


110132-116407,116653-116922 


402829 


B918414 


Plus 


101532-101852,102006-102263 


406363 


92E6114 


Plus 


14403-14602,17000-17147,17241-17368 


402104 


8119072 


Phis 


122409-122800 


4O22S0 
403912 


3399665 


Minus 


113765-113910,115653-115765.116808-11694 


7710730 


Minus 


72000-72290,72431-72700.72929-73199 


400836 


8954179 


Plus 


677-1188 


400845 


9168605 


Plus 


34428-34612 


403217 


7630969 


Plus 


54099*54163,55427^5623 


405387 


6587915 


Minus 


378&3833.6708-5B95 


405203 


7230116 


Plus 


125295-125463 



Table 12A lists about 1006 genes up-regulated in cervical cancer compared to normal sdutl tissues. These were selected from 59880 probes ets on the Aflymetfe/Eos-HiiOS 
GenaChip array such that the ratio of ■average' cervical cancer to "average' normal adult tfesues was greater dian or equat to 2.51 Hie 'average* cervical cancer level was set to the 
93* percentile value amongst cervical cancers. The "average" normal adult tissue Bevel was set to the 93 d percsnOe value amongst non-mslgnarrt tissues. In order to remove gsne- 
speclflc background tavete of non-spedtic hybriizauon, the 15* percentile vsJub amongst ron-maJlgnant fesues was subtracted from both (he numerator and the denominator before 
the raflo was evahiated. 

TABLE 12A: 1006 GENES UP-REGULATED IN CERVICAL CANCER COMPARED TO NORMAL ADULT TISSUES 

Pkey: Unique Eos probesel identifier number 
ExAccrc Exemplar Accession number, Genbank accession number 
UnlgenelD: Unigene number 
Unfgene TfflerUitfgene gene tilie 
R1: 



Pkey 

402075 
425650 
418007 
435094 
439606 
452240 
444783 
417034 
424046 



Ratio of tumor to normal tody Essua 

ExAccn UntgenalD UntgeneTTflc 

U19557 Hs.123035 squamous eel carcinoma antigen 2 (SCCA2) 

H61.001944 Hs.1925 cfesmogleln 3 {pemphigus vulgaris antigen) 

M13509 Hs.83169 matrix meiallopTOteiriaw 1 (mlersSfiaJ col 

AJ560129 Hs.329052 EST 

W79123 Ha.58551 G protein-coupled receptor 87 

AI591147 Hs£1232 ESTs 

AKD01468 Hs.621 80 anilln (Drosoprtla Scraps homotog), aeon bt 

NM_006183 H&80962 neurotensin 

AF027866 Hs.138202 serine (or cysteine) proteinase Inhibitor, d 

BE545072 Hs.122579 hyrjothebcfll protan FU10461 



R1 

81.1 
43.6 
38.9 
303 

2as 

27.0 
26.0 
25.5 
24,5 
23.7 
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435505 


AF20M92 


Hs*2t1238 


4O028& 


XD7820 


Hs.2258 


418345 


AJ001696 


Hs.241407 


462461 


N76223 


Hs.108106 


423017 


AWS7B761 


Hs.227946 


429432 


Al 678 059 


Hs.2C'2576 


415817 


U88967 


Hs.76867 


439243 


AW202666 


Hs,261373 


428664 


AK001666 


Hs.1 89095 


428227 


AA321649 


Hs.2248 


421373 


AABQB229 


Hs.167771 


416209 


AA236776 


Hs.79078 


441459 


AJ919142 


Hs^14233 


447164 


AF026941 


Hs.17518 


412719 


AW016610 


Ks.129911 


417366 


BE1652BS 


Hs.1076 


431753 


X76029 


Hs.2841 


438817 


AI023799 


Hs.163242 


404956 






443211 


AI12B366 


Hs.143655 


414764 


AW013867 


Hs.72047 


— 428618 


AA86536D 


Hs.160199 


416661 


AA634543 


Hs.79440 


421478 


AI663243 


Hs>9725S 


42S4B6 


AF155827 


Hs.203963 


432666 


AYV204069 


Hs.312716 


427585 


D31162 


Hs.179729 


419183 


U60669 


He.89853 


450221 


AA326102 


H5J24641 


422166 


AA5B6S94 


H3.1 12408 


41S9B9 


AJ 267700 


Hs^17564 


452838 


055011 


Ks.30743 


447048 


AW393080 


Hs.226320 


453922 


AFD53306 


Hs.36708 


449260 


AA741180 


Hs.29979 


423049 


XS9373 


Hs.188023 


406467 






439926 


AVWM4675 


Hs.137007 


42636B 


BE440042 


Hs.83326 


420759 


T11S32 


Hfi.127797 


414422 


AA147224 


Hs*337232 


442660 


AW138174 


H8.130651 


449003 


.X76342 


Hs.3B9 


40B572 


AA055611 


Hs.226568 


439620 


AL3602O4 


HS.283B53 


400195 


NM.007057 




422426 


W79117 


Hs.58559 


447706 


AS42Q1B3 


Hs.171077 


458194 


AW383618 


Hs,265459 


465601 


A1366660 


Hs.816 


416882 


NMJKM996 H09433 


437789 


AI561344 


Hb.127812 


419247 


S65791 


HS.B9764 


419790 


AUT79741 


Hs.163114 


420602 


AF060877 


Hs.99236 


42B845 


AL157579 


Hs.153610 


42B427 


M96699 


Hs.168640 


--429536 


BE182592 


H3.112S1 


— * 446232 


AI28184B 


HS.1946D1 


430520 


NNL016190 Hb.242057 


439772 


AL365405 


Hs.10268 


424905 


NM.0Q2497 Hs.153704 


423020 


AA383092 


H3.160B 


4304B6 


BEQB2109 


Hs.241551 


452291 


AF015592 


H&288S3 


432193 


AA372264 


H&273193 


407642 


AW178963 




422420 


U03398 


Hs.1524 


468027 


L49054 


H3J51S5 


> 424066 


AI351010 


Hs.102267 


420092 


AAB14043 


Ks.8304S 


449034 


AJ624049 




406522 


AI541214 


Ks.46320 


418478 


U3B945 


Hs.1174 


436279 


AW900372 


Hs.1B0793 


440834 


AA907027 


Hs.128606 


452724 


RS4610 


Hs.30464 


423845 


AL157425 


He.133315 


410044 
1 429228 


6H566742 
A1553633 


Hs.58169 
H&J37139 


438915 


AA280174 


Hs^85681 


425710 


AF030BB0 


Hs.159275 


421306 


AA687322 


Hs.192843 



mterlBukin-1 homolog 1 21.2 

matrix mey loprolekiase 1 0 {strwnetysJn 2) 10.5 

serine proteinase inhibitor 13 (R13; serpin 20.1 

transcrlp9on factor 19.6 

serin© (or cysteine) proteinase Inhibitor, cl 19.2 

synaptonamat complex protein 2 17.5 

protein tyrosine phosphatase, receptor-type, 1 6.4 

hypothetical protein dJ4340R3 1 6.3 

similar to S ALU {sal (Droeopnila)-Sto 16.2 

small inducible cytokine subfantiy B {Cys-X-C 1 5.9 

ESTs 15.7 

MAD2 (mitotic arrest deficient, yeast, homolo 154 

ESTs, Weakly similar to ALU1_HUMAN ALU SUBPAM 14.6 

Homo sapiens dgS mRNA, partial sequence 13.8 

ESTs 13.4 

small protine-rfch protein 1B (coirilin) 1 3.3 

neuromedin U 13.2 

ESTs 13.1 

Target Exon 13.1 

ESTs 12.9 

ESTs- 12.9 

Target CAT 12J 

IGF-1I mRNA-blndlng protein 3 12.7 

ESTs, Moderately simlar to S29539 ribosornal 12.6 

hypothefcal protein FU 10339 12.6 

ESTs, Weakly similar to unnamed protean produ 1 2.6 

collagen, type X, alpha 1 {Schmfd metaphyseal 1 2.6 

cytxhrome P45Q. subfamily XXIV {vitamin D 24 123 

cytoaksktan associated protein 2 1Z2 

6100 caldum-bkidlng protein A7 (psorfastn 1) 1 1,6 

ESTs 11.5 

prBferanfeUy expressed antigen in melanoma 11.4 

hypothetical protein FU23S37 11 3 

budding uninhibited by benzimidazotes t [yeas 1 lit 

EST* 11 jo 

ESTs, Moderately simitar to HXDAJ1UMAN HOMEOB 10.7 

Target Exon 10.5 

ESTs 10.2 

matrix motaBoprotetnase 3 (strometysoi 1, pr 10.2 

Homo sapiens cDNA FU11381 Undone HEMBA10 10.2 

HonwoboxA13 102 

ESTs 10.1 

alcohol dehydrogenase 7 (dass IV), mu or stg 1 0,0 

ESTs, Moderately similar to ALUUiUMAN ALU SU 9.9 

Homo sapiens mRNA tuU length nsert cDNA cb 9.6 

NM_00705T:Humo sapiens ZW1 0 toteractor (ZWtN 6.8 

ESTs 3.7 

ESTs, Weakly similar to T21259 hypothetical p 9.7 

ESTs, Moderately similar to ALU2_HUMAN ALU SU 9.4 

6RY (sex determining region Y>box 2 9.4 

ATP^ndlng cassette, sub-lamBy C (CFTRVMRP) 9.4 

ESTs, Weakly skifar to T1 7330 tiypotheticat p 9.4 

fragile X mental retardation 1 9.1 

Homo sapiens cDHA FU 14236 Ma, clone MT2RP4Q 9.1 

regulator of G-protetn signalling 20 9.0 

K1AAD7S1 gene product &0 

TTKproteki tAiese 9.0 

smaB profine-rich protein 2A 9.0 

rettnolc acid Induced 3 &9 

chromosome 1 open reading frame 10 8,9 

Homo sapfens mRNA fuQ length Insert cDNAcb 6.9 

NIMA (never In rmtosis gana a>rsfatad kinase 8.9 

mplicsijBn poteen A3 (14kO) 8.9 

cttloridecharmel, calcium acfivaiad, famtiy m 8.7 

GOC7 |csO division cycle 7. S. cerovfsfae. h &7 

hypothetical protein FU10706 6,7 

tfj!MRft€T0032^0089B^01-b11 ST0032 Homosapl 8.7 

tomornecrosfe rector (fgandj superfemfly, m 6.7 

myeloid leukemia factor 1 a4 

^ysyjoxtdoee a3 

ESTs 6.3 

gWs41a09.x1 NCLCGAPJK1 Homo sapiens cDNA 8.3 

Srrdl proJine-ixh proteh SPRK [human, odont 8.2 

cydin-depenrfentldnase Inhibitor 2A (melanorn 8.2 

ESTs, WeaWy stmilar to S65657 alph^l&adren &2 

ESTs a2 

cycRnE2 a.1 

Homo sapiens mRNA; cDNA DKFZp751J1324 (from c 8.1 

highly expressed in cancer, rich in leucine h 8.0 

ESTs 7.9 

VMiliams-Beuren syndrome chromosoma region 14 7.9 

solute carrier family, member 4 7^ 

iBucre zipper protein FKSG1 4 7<6 
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435159 
439232 
437616 
406554 
433133 
424096 
41B134 
446364 
447254 
414148 
429548 
423725 
450192 
450149 
431941 
427821 
436211 
425761 
450028 
409719 
444342 
413573 
422330 
454988 
447342 
403471 
409041 
407839 
415652 
420900 
444271 
410153 
448693 
431622 
457405 
424345 
414812 
425734 
446435 
421948 
419335 
425259 
406747 
4538Q4 
423735 
421773 
457436 



AA668B79 Hs.1 16649 
N48590 HS46693 
A1797163 Hs.207954 



427043 
405723 
459462 
423244 
427217 
441620 
437858 
430791 
416734 
413385 
434828 
414299 
439292 
413753 
413625 
416849 
415064 
425605 
451381 
416900 
444478 
449611 
420637 
433639 
414972 
438394 
426365 
407746 
452401 
432239 
451307 
441531 
418563 
410559 



AB027249 

AF077374 

AA397769 

AG006824 

NM.004153 

BE084O49 

AW138B72 

AJ40310B 

AA263143 

AW969781 

AKO001O6 

AA470158 

AK0015B1 

AW664214 

AI912012 

AI769160 

NNL01439B 

AI733B59 

D30783 

AWB50140 

A1199268 

AB033025 

AA045144 

T79213 

AL045633 

AW452S69 

BE311926 

AW004854 

AW979271 

AA504860 

AK001380 

X72755 

AFQ56209 

AW2DS737 

L42583 

AW960146 

AA420450 

A1925153 

AA355925 

AA3302S9 

W69233 

AW972024 

AK001875 

AA397679 

AW8B5757 

AA481396 

AL039379 

AA399272 

AA969119 

BE1395S0 

AA466293 

HB1213 

M34455 

D90070 

AA142988 

AA090421 

U17760 

AW451103 

Al 970536 

AA159804 

NM-006401 

BG24t831 

Z43758 

W07318 

A1970394 

AW976153 

AJ278360 

BE2637B2 

BE379623 

AA295331 

AK001962 

NM_007115 

X81334 

AW293207 

AW291239 

AK001100 

AI080175 

AW974094 



Hs.10474t 

Hs.139322 

Hs.86617 

Hs.14912 

Hs.17908 

Hs.135283 

Hs.132127 

Hs^4593 

Hs.132663 

Hs272227 

Rs.98202 

Hs^34826 

Ha.t95729 

Hs.200737 

HB.10B6B1 

Hs.10667 

Hs.149089 

H6.115263 

Hs.19322 

HsSOOBI 

Hs.161536 

Hs.272073 

Hs.44269 

Hs.149804 

Hs,15B30 

Hs.22B320 

Hs.293184 

Hs.145479 

KS.773S7 

Hs.159396 

H&2535B2 

Ha^34309 

Hs.284137 

Hs.292911 

Hs.217493 

Hs.36232 

Hs.1 12457 

Hs.142553 

Hs^4321 

Rs3991 

fe257B62 

HS.1Q5167 

Hs.209602 

Hs.144341 

Hs.143502 

Hs.121668 

Hs.272068 

H5.14825 

HsiHO 

Hs.96 

rfeJ1730 

Ks.5555 

Hs.75517 

rte.71371 

Hs.16603 

H8.149305 

H8.15S238 

Hs.172330 

Hb^6037 

HsJMO 

H&.197075 

Hs.31409 

Hs.77695 

Hs.27693 

HS/IB3861 

Hs.38114 

H&29352 

Hs.2936 

Ks^11516 

Hs^71111 

H&41G90 

Hs.68826 



ESTs 
ESTs 
ESTs 

Target Exon 

FDZ-blndirig kinase: T-cell originated protein 

small proJhieHich protein 3 

ESTs 

K!AAD286 protein 

origin recognitor complex, sutointt 1 (yeast 
gb^M0-BT0651-27O«XM)O3f02BT0651 Homo sap! 
ESTs 

hypothetical proton LOC57622 

RAD51-Interadrig protein 

Zlc family member 2 (odd-pared Dresophi ta hQ 

Homo sapiens cDNA RJ20099 lis, clone COL0454 

ESTs 

rrypottietteal protein FLJ1071 9; WAA1794 prote 

ESTb 

ESTs 

Homo sapiens brain lumor associated protein N 
similar to lysosome-associsted membrane glyco 
ESTs 
epVegiiin 

gb:tl3-CT0219-281099-023-DH CT0219 Homosapl 

Homo sapiens. SnrSarto RIKENcOMA 2010317E2 

Target Exon 

KIAA1199 protein 

ESTs 

ESTs 

ESTs 

ESTs 

hypothetical protein FU12691 
hypothetical protein RJ23537 
ESTs 

gb:ab03a1D,s1 Stratagem fetal retina 937202 
Homo sapiens cDNA FLI10518 fe, clone NT2RP20 
mcxiokfiB induced by gamma Interferon 
peptklyiglycrne dpha-amldating monooxygenase 
ESTs 
kera6n6A 

hypotneticatprotezi FU12QB8 

ESTs, Highly similar to 560712 band^proteln 



KIAA0186 gene product 

gb:EST33963 Embryo, 12 week II Homo sapiens c 
ESTs 

ib* finger protein 

Homo sapens cDNA RJ12028 lis, clone HEMBB1 0 

ESTs 

ESTs 

ESTs 

ESTs, Weakly similar to ubiquitous TPR motif. 
ESTs 

ESTs, WesWy sfrnHar to envelope protein [HLs 

ESTs, Moderately similar b PC4259 femih a 

ESTs, Weckry slmf ar to ALU3LHUMAN ALU SUBFAM 

ESTs, WeaWy aim Isr to KJAAt 503 protein [H.s 

in&leandne-pyrrole 2,3 dtotygenssa 

phoxboM Z-myrlstate-1 3-acetete-l rtduced prate 

ESTs 

hypothetical protein MGC5347 

lamwi. beta 3 (nfcsln (1 25kDJ, fcfflnki (1 40 

ESTs 

hypothetical protein FU13163 

hypothotical protein MGC2B03 

protein tyrosine phosphatase, non-receptor ty 

hypothetoal protein MGC2705 

ESTs 

M-phase phcspbc protein 1 
ESTs 

g&EST388262 MAGE resequences, MAGN Homo sapl 
ESTs 

KIAA0003 gene product 

peptidyiprolyl tsomerase (cycbphflin}-like 1 

Homo sapiens cDNA FU20042 8s, done COL0042 

hypothetical protein FU11100 

lumor necrosis factor, alpha-induced protein 

matrix metal ^proteinase 13 (ooHagenaae 3) 

ESTs 

ESTs 

desmocoHin 3 
ESTs 

gb£ST3B6197 MAGE resequences, MAGM Homo sap! 
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7J 
7.7 
7.6 
7.4 
7.4 
7.3 
7.2 
7.2 
7.1 
7.0 
7.0 
7.0 
7.0 
6.9 
6.9 
6.9 
6.9 
6.9 

ae 

6.B 
6.8 
6,8 
6.B 
6.8 
G.8 
6.7 
6,7 
6,6 
6.6 
6.6 
6.6 

as 

6.5 
&5 
6.4 
6.4 
6.4 
6.3 
6.3 
6.3 
6.3 
6^ 
6^ 
02 
6-2 
6.2 
HI 
6.1 
6.1 
6.1 
6.1 
6.0 
6,0 
6.0 
6.0 

as 

5.9 
5.9 
5.9 
6.8 
5.8 
5.8 
5,8 
5.8 
5.7 
5.7 
5.7 
5.7 
5.7 
5.7 
5.7 
5,7 
5.7 
5.6 
5.6 
5.6 
5-5 
5.5 
5^ 
5.5 
5.5 
6.5 
5.5 
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431255 AA497043 Hs.115685 ESTs 6,5 

407366 AF026942 gb:Homo sapiens cig33inRNA, partial sequence. 5.5 

433091 Y12642 Hs.3185 lymphocyte anf gen 6 complex, locus D 5.4 

_ 418502 R992BB Hs.35t52 ESTs 5.4 

5 440320 AA879294 gbmflfoOg.sl NCLCGAPJYI2 Homo saptens cDNA 5.4 

439679 AF088400 gfrHomo 3apfeng full length insert cOMA ckxie 6.4 

420783 AI659B38 Ks.99923 lecfri. galactoside^Yiding, soluble, 7 (gals &4 

40B536 AW3B1532 Hs.135188 ESTs 5.4 

408758 NMJ303S86 Hs/47504 . exonucteeeot 5A 

10 451411 AA017492 Hs.135655 EST 54 

424834 AK001432 Hs.153408 Homo sapiens cDMA FU 10570 fis. clone MT2HP20 5.3 

407B53 AA336737 Hb_40499 dTckJ^opf [Xenopus laevis) honxlog 1 5.3 

412140 AA219691 Hs.73625 RAB6 Interacting. ktoesln-Ske {rabWnesJn 6) 5.2 

420026 AIB31190 Hs.166676 ESTs 5.2 

15 427356 AW023432 Ks-97849 ESTs 5.2 

420440 NM-OD2407 Hs.97644 maitimagtobln 2 5.2 

430062 AW514083 Hs.190135 ESTs 52 

445259 AI798994 Hs.152923 ESTs 51 

. . 457345 M699933 Hs.192175 ESTs 6.2 

20 453161 AA628608 Hs^1656 ESTs 5.2 

445019 AI205540 Hs3B1295 ESTs 5.2 

425420 BEB36911 H3-234545 hypothetical prolan NUF2R 5.2 

439706 AWB72527 Hs.59761 ESTs, Weakly similar to DAP1 JflJMAN DEATH-ASSO 5,2 

431494 AA99135S Hs. 29631 2 hypotfietfcd protein DKFZp434A1315 5JZ 

25 443179 A1928402 Hs.6933 hypometicaJ protein FLH2684 52 

432228 AW182766 Hs.273558 phosphate cytWylyitraneferasa 1. choline, al 5,2 

441020 W792B3 H&J35S62 ESTs 5.1 

437044 AL035854 Hs.69517 cONA for differentially expressed COI 6 gene 5.1 

41952D AB 00 9303 Hs.90800 matnx meWlopratelnase 16 (membrane-Inserte 5.1 

30 430563 AA481269 Hs.1OBEG0 ATP^inaTngi«sattB,si^famlyC(CFTroMRP) 5.1 

405547 NfvLOl B833*:Homo sapiens transporter Z ATP-bl 5.1 

435208 AW323S4 Hs.160594 ESTs 5,1 

409269 AA576953 Hs.22972 hypothetical protein FU13352 5.1 

439223 AW236299 Hi250618 UL1& binding protein 2 5.1 

35 413251 AI932903 Hs211535 ESTs 5.1 

426320 W47595 He. 169300 tareloimlng growth factor, beta 2 5.1 

458B29 A15573B8 gbPT2.t_fijG03.r tumor2 Homo sapiens cDNA 3' r 5.0 

416203 AW29116B Hs41295 ESTs.YVeaWy 6lmiartoMUC2_HUMAN MUCIN 2 PR 5.0 

432473 AE02703 Hs.152414 ESTs 5.0 

40 418736 AW38B633 Hsj6682 solute earner family 7, (csfonic amho arid 5.0 

423634 AW&59908 Hs.1680 heparln-Wwflng growth factor Wading protem 5.0 

426350 Nl^003245 Hs.2022 transglutaminase 3 {E polypeptide, protem-gl 5.0 

432867 AW016936 Hs.233364 ESTs 5.0 

449448 D6O730 Hs.S7471 ESTs 5.0 

45 409744 AWB7525B Hs.56265 Homo sapiens mRNA; cDNA DKFZp586P2321 (from c 4.9 

405657 C7000246^1J72477|pVl|DVHY1C rnuWrag reals 4.9 

429GB2 MM_O0S306 Hs^211G02 SMC1 (structural maorrteoance ot chromosomes 1 4.9 

448704 AI337228 Hs.197083 ESTs 4.9 

__ 434376 AA631492 Hs.23921 hypoihaflcal protein DKFZp547A023 4.9 

50 407378 AA299264 H5.57776 ESTs, Moderately slmlsr to I3B022 hypotheSc 49 

421155 H67879 Hs.102267 lysyl oxidase 4.9 

443335 TB9697 Hs. 16645 ESTs 4.9 

444461 R53734 Hs35978 ESTs r Weakly similar to 2109260A B ceil grow! 4B 

410361 BE391804 Hs.62661 guanyfate b&iding protein 1, Interferon-indue 48 

55 423673 B £003054 Hs.1695 matrix rnetefloprotelniae 12 (macrophage etest 4.8 

441720 AI346467 H5-28739 ESTs 48 

442960 AA85702S Hs.8878 WneslrvJIte 1 48 

450375 AAD08647 Hs.8850 a dJaVitegrtn arrf melaUopcclsViase domain 12 4.8 

„ 417592 AA204664 Hs.1 82437 ESTs, Weakly similar lo I543B3 chromosome seg 46 

60 429846 AB 023021 tfe22E945 ftK^yttransferase 9 (al pha (1 ,3) toostfiran 4.0 

418939 AW630S03 Hs£9497 latrinBt 4.7 

417235 AA81027B Hs.24250 ESTs 47 

411958 AA099020 gbzn45h01.s1 Sfratageno Helacels3 937216 47 

433858 N69243 Hs/I92974 hypolhedcril protein FU12735 47 

65 ' 450434 AA166950 Ks.195870 hypolhetfcal protein RJ 14991 47 

416379 AA21B940 Hs,137516 fldgBlnvlltal 47 

401747 Homo sapiew keratin 17 (KRT17) 47 

439759 AL35S065 Hs.67709 Homo sapiens rnRNA full length insert cDNActo 47 

441421 AA356792 Hs.334824 liypoUieflcal protein FU14825 A J 

70 457465 AW30I344 K&.12290B DNA reptealon (actor 46 

433159 AB035898 Hs.150587 Hnestn-Hce protein 2 46 

412333 AW937485 gbtfM347r0044-221299-O45-b09 DT0044 Homo sa'pl 46 

401137 Target Exon 46 

401575 Target Exon 46 

75 423448 AK000776 Hs. 128753 Homo saptens cDNA FU20769 fe. clone COL0G67 46 

421978 AJ243662 Hs.110196 MlCE-1 protein 4.6 

408728 AL137379 Hs.47125 hypolheScal protetn RJ13912 46 

431956 AK002O32 HsJ272245 Homo sapiens cDMA FU1 1 170 fls. done RACE10 4.6 

. 450510 AA010O56 Hs.242998 ESTs 46 

80 436291 BE568452 Hs.5101 prdsin regotator of cytofcfnesfe 1 46 

424902 NM.0038B6 Hs.153BB7 inositol pcl^phoGriiat^^pho^tese, typ-2 II 46 

428484 AF104032 Ha.1 84601 s^utecarriar(am1ry 7 (catiomc amino arid 45 

449416 A1851016 H&346311 ESTs 4^ 
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416168 


H236B7 


447033 


A1357412 


446353 


AI290919 


443715 


Al 583187 


454707 


AW8149B9 


435435 


TB9473 


412099 


U6419B 


409731 


AA1 25965 


422609 


AK001379 


430919 


AA489041 


435313 


AI769400 


426071 


NMJ3139B9 


433322 


H50621 


416111 


AAQ33B13 


408908 


BE296227 


44478t 


NMJM4400 


429170 


NMJW1394 


414035 


Y00630 


416216 


AA662240 


446252 


AI263125 


4475t9 


U46258 


425916 


NM.0057B6 


409420 


Z15000 


416320 


H47867 


431806 


M30703 


4416B2 


BE650200 


414132 


AJ801235 


424012 


AW36B377 


411S35 


029343 


433330 


AW207D84 


428613 


AB037749 


42S921 


NMJX>7231 


447078 


AWaB5727 


434699 


AA643687 


429756 


AA433968 


4057GB 




433405 


AW157566 


455443 


AW967500 


42B479 


YO0B72 


449621 


A1097144 


412606 


AA247996 


406687 


M31126 
AW948343 


455365 
4S2930 


AW195285 


430134 


BE380149 


423035 


AW449679 


427666 


AI791495 


444602 


AI174455 


417791 


AW96S339 


444266 


A1424984 


439394 


AA149250 


457336 


AW969657 


429125 


AA448B54 


404440 




449228 


AJ403107 


437144 


AU049466 


448599 


AW860912 


431810 


X67155 


419991 


AJOOOOSB 


444361 


W76027 


458116 


AW977549 


444105 


AWIB90B7 


426010 


AA136563 


409632 


W74001 


406096 


BE250162 


457620 


AA602711 


402048 




427025 


AA3975B9 


423515 


AA327017 


423891 


AKC02042 


455310 


AW893961 


418696 


AW959433 


426642 


AW058223 


42373B 


AB002134 


448243 


AW369771 


411559 


BE144081 


423553 


AA405635 


457030 


AJ301740 


424115 


AA335497 


432374 


W6B815 


42474S 


AA214G18 


433384 


AKJ21992 


448995 


A1613276 



g>.yn72d1 2j1 Scares adult brain N2b5HB55Y Ho 4.S 

Hs.1 57601 ESTs 4.5 

Hs.153681 ESTs 4.5 

Hs.97tt> cycftiEl 4.5 

gb:MR1-STO206-17O4OCM)24-905 ST0206 Homo sari 4.5 

Hs.19232B ESTs 4.5 

Hs.73165 Interieuktn 12 receptor, beta 2 4.4 

Hs.56145 thymosTi, beta, (dentined fn neuroUasbmac 4.4 

Hs.121028 hypoWcd protein FU10549 4* 

HsJ29544a ESTs 4.4 

Ks.169729 ESTs 4.4 

Rs.1 54424 deJodinase/odoSryronina, type tl 4.4 

Hs.134156 ESTs, Weakly tirrilar to 139022 hypothetical p 4.4 

Hs.7301 8 chromatin assembly factor 1 , subuiUt A (p150) 4,4 

Hs.250B22 serine/threonine kinase 15 4.4 

Hs.1 1 950 GPkmchored metastasls-assoclaled protein ho 4,4 

Hs.2359 dual specificity phosphatase 4 4.4 

H5.76716 sariiia (or cysteine) proWn3sebihlWtor,cl 44 

Hs.283099 AFt5q14 protein 4.4 

Hs.1500D9 ESTs 4.4 

Ha.339665 ESTs 4,4 

Hs.162200 uroiensfo2 43 

Hb.54451 larinfo, gamma 2 (nbeln (1D0kD), kaftnln (10 4.3 

Hs.34024 ESTs 4.3 

Hs^70833 arnphlregulln (schwannoma-derived growth focto 4.3 

Rs.127197 ESTs 4.3 

Hs^3480 ESTs 4.3 

Hs. 1 37569 tumor protein 63 kDa with strong homology to 4.3 

Hs .72550 hyaluronarvmedteted motility receptor (RHAMM) 4.3 

Hs.132816 hypotfiBtical protein MGC14801 4.3 

Hs.186928 KIAA1328 protein 43 

Hs.162211 solute canferfamlry 6 {neurotransmitter tra 4.3 

Hs.301570 ESTs 4.3 

Hs.149425 Homo sapiens cDMA FU 1 1 980 Ha, clone HEMBQ10 4.3 

Hs.99502 hypothefcal proleVi FU 14303 4.3 

Target Exon 4.3 

Hs.156892 ESTs 4.3 

Hs.133643 ESTs 4.3 

Hs.1 64572 C8ll<fivteloncycia2 f G1ioSandG2toM A2 

Hs.5250 ESTs, Weakly similar to ALU1_HUMAN ALU SUBFAM 4.2 

Hs-44698 Homo sapiens clone TCCCTA00151 mRNA sequence 4.2 

Hb.272620 pregnancy specific beta-l-njycoproteh 9 4.2 

flb:RCO-Kn-0015-13040(H)31-c01 MT0015Homosapt 42 

Hs.194097 ESTs l Weattyfiimlartol3S022hyptrtheEca!p 4.2 

Ks.105223 ESTs,WeaWyslmllartoT33188hypcithcfealp 4.2 

rte.156739 Haptens XG mRNA (done PEP11) 4J2 

Hs.180t42 calmodulin-ike sKn protein 4.2 

Hs.271925 ESTs» Moderately arrilarb 139022 hypottiefo 4.2 

Hs.111471 ESTs 4,2 

Hs.125465 ESTs 42 

Hs.56105 ESTs 4.2 

Ks.291029 ESTs 42 

Ha.271004 ESTs, Waakjy similar to I39022 hypothetical p 42 

NM_Q2104S:Homo sapiens melanoma antigaru fami 42 

H3.14B590 protein related with psoriasis 42 

HSJ859 ESTs 42 

gb:GrV&CT0387-170200-121-c05 CT0387 Homo sap! 42 

Hs.270645 taesln*e 5 (mitotic Wnesin-IBce protein 42 

Ks.94210 eyes absent (Drosophta) Jiomobg 1 4.2 

Hs.23920 hypothetical protein aJ11105 42 

Hs.47367 WAAl785preWai 41 

Hs.166597 ESTs 41 

Hs.1 975 nypdhetJcat protein FU21 007 41 

Hs£5279 Senna (or cysteine) proteinase Inhibitor, cl 41 

H&83765 dhydrafolate reductase 4.1 

Hs.336763 EST 41 

Target Exon 41 

HSJ97B23 ESTs 41 

Hs.162204 ESTs 41 

Hs.134795 Homo sapiens cDNA FU 1 1 18D fis, done PLACE1 0 41 

nb;RC4-NN0027^6O4(KK)11-d11 NN0027 Homo sapi 41 

Hs.326290 hypothetical proteTn FU 12531 41 

Hs.171581 tAtlqulSn C-termlnal hydrolase UCH37 4.1 

Hs.132195 airway trypsta-tfce protBase 4.1 

Hs.52820 htegrfe, beta B 4.1 

gfcMR04tT01 66-030 200-007-dD5 HT0165 Homo sapl 41 
Hs.95854 ESTs, WeaWy glrnlar to DYLXJ1UMAN CYTOPLASM! 41 
Hs. 173381 cl hydro pyrimk&iBse-fl<e 2 41 
Hs.293965 ESTs, Weakry similar to I38022 hypothetical p 4.1 
Hs J01885 Homo sapiens cDNA FU11346 fis, clone PLACE10 41 
Hs.152759 acSvator of S phase kinase 40 
Hs.124244 ESTs 40 
Hs.5662 guanlna nucleotide binding protein (G protein 40 
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448504 
432009 
432441 
424794 
432184 
408321 
417801 
445537 
447724 
446155 
446989 
420252 
412B11 
41SB57 
438390 



421270 
430733 
454241 
424131 
457069 
424717 
404959 
411571 
428536 
426830 
432757 
418686 
437845 
413601 
419312 
429441 
410553 
444665 
438014 
442163 
438656 
406560 
407395 
404132 
409601 
439238 
433269 
436149 
44G292 
444076 
405545 
442876 
409687 
407291 
415532 
402047 
415317 
438777 



423217 
485943 
430686 
458242 
425733 
416532 
453900 
433B49 
449592 
453028 
435612 
417742 
418735 
444707 
421506 
450613 
418969 
432837 
442353 
423441 
44997B 
410784 



AJ958128 

AL1 37424 

AW292425 

Ma 5646 

AW971125 

AW405B82 

AA417383 

AJ245671 

AW298375 

AI553695 

AKQ01W8 

AW270404 

H063S2 

AA868115 

AI422Q17 

AA442153 

AA460421 

H56037 

AW975920 

BE144666 

AA335714 



H03754 

AA122393 

A1143139 

AA385751 

AF113013 

Z36830 

AA76957B 

M62246 

AAB31850 

AJ224172 

AWD16824 

BE813126 

M71183 

AJ791749 

AF005TO2 

AF237621 

N47305 

AF005258 

A17543Q0 

APD81497 

BE246919 



T51125 

AA001464 

R147B0 

AKD01921 

Z433B8 

AAB25487 

NaUOOl809 

NMJW0094 

NMJW1942 

BE299588 

F13287 

BE244318 

AWQD3582 



AI655494 
ABC06532 



R64719 

N48769 

AI186813 

NM.0O4633 

AT702055 

W33191 

AA31C693 



R68649 



426182 
458446 
433040 
452193 



AWB03201 

R27430 

BE366042 

AW394104 

H70423 

AA987351 



Hs.171136 
Hs .306458 
Hs.1 63484 
Hs3l0696 

Ks.44205 

Rs.82582 

Hs.12844 

Hs.24477 

Ha.1 59422 

Hs.16740 

Hs.193161 

Hs.21400 

Hs/1 27797 

Hs.1 04744 
Hs.30B75 
Hs.10B146 
Hs.283381 

Hs.199665 
Hs.177677 
Hs.152213 

Hs.70811 

Hs.2263 

Hs.196379 

H3,27B919 

Hs-87268 

Hs.90438 

H3.354G6 

H9.5B149 

H&2040S6 

Hs^55527 

H&^7763 

Hs.121606 

HS.128B96 

Hs394S6 



HsJ0828 
Hs.46668 

Hs.159452 
Ha.279682 
Hs.10290 

Hs.23625 
Hs.8493 

Hs.12826 
Hs.169575 

Hs.142179 

Hs.1594 

Hs.1640 

H&2633 

HaJ8465 

Hs.159388 

H&213194 

HsJ26414 

H&280728 

Hs.1 9571 B 

H131442 

Hs321411 

Hs,446C9 
H3.4169Q 
Hs.105115 

Ha.28907 

Hs,B7329 

Hs4913G 

Hs,278359 

Hn,20D829 

Hs.271565 
Hs.293317 
Hs.43744 
Hs.300511 
Hs. 184993 



ESTs 

Honwaapfens mRNA; cDNA DKFZp761G2123{from c 

ESTs 

ESTs 

gfcEST3B32l2 MAGE fesequances, MAGL Homo sapl 
cortistatJn 

integrin, beta-like 1 (wtth EGF-flks repeal d 

EGFJik&^ionialn, muH^ile 6 

ESTs 

Homo sapiens cDNA FU13997 fls, done Y79AA10 
hypoUiadcal proteto RJ 11036 



ESTs 

Homo sapiens cDMA FU1 1 381 fis, clone HEMBA10 

ob:tf45f12j(1 NCI_CGAP_Bm23 Homo sapiens cOU 

hypothec prated DKFZd434J0617 

ESTs 

ESTs 

ESTs 

fjb:CM2-HTQ176MM1 G99W-O02 HT0176 Homo sapl 
ESTs 

exosoma component Rrp40 

wingtess-typa MMTV integration sfe family, m 

NMj0250O1*:Homo sapiens hypothetic at protein 

hypoihetal protein FU20516 

vfcmWfeel 

ESTs, Weakly similar to putative p1 50 [Usapt 

PRO08O6 protein 

3nnexlnA8 

ESTs 

ESTs, Highly slm tar to unnamed protem prods 

hypothetical protein MGC141 36 

ipophlln B (uteroglobin family member), pro 

hypothetic^ protein M6C14128 

B aggressive tymphomagene 

Homo sapiens cDMA FU1 1971 fis, done HEMHB10 

ESTs 

ESTs. Weakly similar to NG22 pisapJens] 
ENSP00000O1 6943":CDNA 
gb:Kbmo sapiens skirvapBdJic protein (xp33} 
Target Eicon 

keratin 1 (epidermofyfic h/perteratosis) 
ESTs 

gb:Homo sapiens lamrnn alpha 3b chain mRNA, 
ESTa 

RhtypeCgtycoproteh 

US snRNP-epecrfc 40 kDa protein (hPrpfi-blndi 
(MDRrTAP) (TAP2) 

Homo sapiane done TCCCTA0O142 mRNA sequence 
ESTs 

flb:ze45b01 Jl Soares retina M2b4HR HomosapSe 
ESTs 

jolnefical protein MGC2550 
"X1AF121 normalized infant brain cDNA Hom 
ESTs 

centromere protein A (17kD) 

collagen, type VK, aJptia 1 (epidermolysis ba 

Target Exon 

desmogletol 

Homo sapiens cDNA: FU21869 fia. clone HEP024 

Homo sapiens done 23676 mRNA sequence 

hypothetical protein MGC10B95 

ESTs, WaaWy similar toALLI8_HUMAM AUJ SUBFAM 

ESTs 

RecQproteh-llkB4 
ESTs 

gb:EST22d11 WATM1 Homo sapiens cDNAslpr»22d 



deamocqIn3 
absents meffijttrna 2 

gb:lq20fliax1 NO_CGAP_Ut1 Homo sapiens cDNA 
hypotheses] prolern FU202S6 
HSPO072prt3teSn 

ESTs, Moderately strrflarto ALU7JflJMAKAUlSU 

absent in melanoma 1 lite 

ESTs, Weakly simlar to T30171 nrnefci - mouse 

gbdL2-UM0077-O70aHM)80-EOB UMD077 Homo sapi 

ESTs 

ESTs, WeaWy slmBar to GGC1JWMAN GANflGEN 
ESTs, Moderately simlar to 154374 gene KF2 p 
ESTs 
ESTs 
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40B771 AW732573 Hs<475B4 polasslum voltag&^ated channel, delsyed-red 3.6 

440046 AW4023D6 Hs.6877 hypothetical protein FU10483 3,6 

459575 BED30625 gb:QV1-BT0631-1B0200O7&c08 BT0S31 Homosgpi 3.6 

_ 400441 M15S30 Hs.99879 &<Kli growth factor 1 (12kD) 3.6 

5 44013B AB033023 Hs.318127 hypoiheflcal protein RJ1 0201 16 

417830 AW504786 Hs.122579 hypoiheflcal protein FU10461 3.6 

427131 AA44B460 Hs.112017 GE36gene 3.6 

413278 BES630a5 Hs.833 lixterferon-sbnuilated protein. 15 kDa 3.6 

^ „ 420373 AW368228 gb:EST330198 fvttGE resequences, MAGJ Homo sapf 3.6 

10 414136 AAB12434 Hs. 11 9023 SfcTC (structural maintenance chromosomes 2 3.6 

424296 AI631874 Hs.155140 casein kinase 2, alpha 1 priypepGde 3.6 

424639 AI917494 Hs.9812 Homo sapiens cDNA FU14388 lis, dons HEMBA10 3.6 

419196 AF110S08 Hb.297660 TNF receptor-associated factor 3 16 

434321 AA629368 gb:zu78a1 1. s 1 Scares JastlsjmT Homo sapiens 3.6 

15 426514 BE656B33 Hs. 1701 95 tors morpnogenehc protein 7 (osteogenic prot 3.6 

4Z7335 AA44B542 Hs.251677 G antigen 7B " 3.6 

413472 BE242S70 HsJ5379 solute carrier femfly 1 (glial high affinity 3.6 

4O800D L11690 Hs.620 bullous pemphigoid antigen 1 (23<W24QkD) 3.6 

_ _ 426749 AI623718 Hs.105618 ESTs 3.6 

20 443B99 AWB42283 H5.7S933 cycllnl 3.6 

4406B4 AI253123 Hsl1273$6 ESTs.ttgWy sfcnfertoS21424 nestin [H.sapt 3.6 

424827 AWB73636 Hs.153850 hypothetical protein C321DZ4 3.6 

403591 AF015224 I Is. 4645 2 rnammagldbln t 3.5 

408867 AA437199 Hs-656 cell dviston cycle 26C 3.5 

25 428506 BE252383 Hb.18466B SBBI31 protehi 15 

431120 AA49256B gfcng99cOB,s1 NCIjCGAP.Jhyl Homo sapiens cDNA 15 

401780 NM_Q05557* :Homo ssprans keratin 1 6 (focal non 15 

409B95 AA296961 gb:EST1 12514 Adrenal gland tumor Homo sapiens 15 

4S6671 AB011142 Hb.114293 KTAA0570 pene product IS 

30 412155 R38167 Hs.12449 Homo sapiens transmembrane protein HTWP10 (KT 3.5 

435244 N77221 Hs.187824 ESTs 15 

436246 AW450963 Hs.119991 ESTs 15 

431917 D161B1 Hs_2868 peripheral rnyalln protein 2 15 

443113 AHM0S86 Hs,132908 ESTs 15 

35 443341 AW631480 Hs.8688 ESTs 15 

407756 AA1 16021 Hs.38260 ubiqiritin specific protease 18 3J5 

416347 AA216419 gtenc16e0ls1 NCUCGAPJPrl Homo sapiens cDNA 15 

423841 AW753967 gb:Rf^CT0304-08010lW)11-h12CT0304Horno9api 15 

408633 AWS63372 Hs.46677 PRO2000 protein 3.5 

40 427878 C05766 Hs.181022 CGV07proloh 3,5 

419945 AW290975 Hs.116923 ESTs 15 

446372 AW445166 Bs.170302 ESTs 15 

407137 T97307 ntKye53n053l Scares fetal iverspieen 1NFL5 15 

Ae 411274 NM-002776 Hs.69423 kslikreinlO 15 

45 400666 Nr^.0C2435:Homo sapiens matrix meldlopmidna IS 

426920 AA393351 Hs-132121 ESTs 15 

402639 Target Exon 3.4 

454891 AWB37349 gb:QV2-LT0038-270300-1D8<i12 LT003B Homo sapi 34 

412471 M63193 Hs.73946 enrJothelal calf growth factor 1 (plafetet-de 3.4 

50 456296 AA829976 Hs.239114 mannosidase, alpha, class 1 A member 2 14 

450650 T65517 Hs.1 01257 hypcthstoal protefa MGC3295 14 

429274 AI379772 Hs.99206 ESTs 14 

430704 AW813091 Hs.335799 ESTs 14 

419807 R77402 gb:yt75f11.s1 Soares placenta Nb2HP Homo sapl 14 

55 451778 AW2B131 Ha.71243 ESTs, WeaWy similar to zinc Anger proton [ 14 

430307 A1924533 Hs.105807 bicarbonate transporter related protein 1 14 

432113 AA935Q65 Hs.152385 ESTs 14 

449722 BE280074 Hs.239BO cycTmBI 14 

„ 455092 BE152428 Q^CMO-HT0323-1512SM2&*04 KT03Z3 Homosapi 14 

60 418203 X54942 Hs£3758 CDC28protehWnase2 14 

453775 NMJ102S16 Ha_35l2Q repiicaEnn factor C {activator 1) 4 (37kD) 14 

417009 AA191719 Hs*3147l4 ESTs 14 

444743 AA045648 Hsv301957 nudta (nudeoskJe diphosphate Hnked moiety X 14 

434206 AW136973 Hs.2B65l6 ESTs, WeaWy similar to S695SO mltopn indixi 14 

05 413219 AA878200 Hs.11S727 Homo sapiens cDNA FU13692fia. clone PIACE20 14 

422487 AJ010SQ1 Hs.1B8267 rnucJn 4, tracheobronchial 14 

438993 AA828995 gfcod77bD8.6l KCLCGAP^.Crv2 Homo sapiens cDNA 14 

403274 Target Exon 14 

435360 AF1053B6 Hs.4876 solute carrier family 12 (pc^^rn^htorWe 14 

70 426572 AB037783 Hs,170623 hypotheticd|)roteftiFU11ia3 3.4 

432615 AASS7191 Hs.5502a ESTs, Weakly similar to 154374 gene NF2 prote 14 

443462 AK64690 Hs.171176 ESTs 13 

444910 AI201B48 ^ 6 76g04x1 Nf^CGAPJW8 Homo saptens cDNA 13 

426269 H15302 Ks.16a950 Homo sapiens mRMA; cDNA DKFZp56SA1046 (from c 13 

/-> 449101 AA205847 Ks^3016 G protein-coupled receptor 13 

418394 AA296520 Hs.89546 selecfin E (endothelial adhesion moleculB 1> 13 

427G60 AI741320 Hs.114121 Homo sapiens cDNA; FU23228 Its, clone CAE066 13 

419751 AW1955B1 Hs.93121 KIAA0761 protein 13 

on 404782 C7001692^l|6724096|Bb|AAF26844.1| (AF1 95021 3.3 

OU 415613 R20233 gb^g18h11.r1 Soares infant brdn 1NIB Homos 13 

452198 AKB7660 Hs.61210 ESTs, Weakly sVnHar Vo 138022 hypothetical p 13 

406599 Target Exon 13 

433001 AF217S13 HaOT905 clone HQ0310 FW0310p1 13 
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412879 
421107 
436985 
443903 
432015 
447153 
450769 
421379 
402451 
459394 



417708 
414860 
441690 
414774 
412246 
412903 
43195B 
45H77 
409990 
418462 
424687 
405196 
459267 
432917 
443261 
415025 
42021 B 
429594 
447762 
414147 
445038 
448666 
402600 
411263 
424303 
455209 



401458 
432361 
44400B 
405336 
446563 
449278 
455838 
420591 
401486 
432979 
413B33 
436325 
421751 
431938 
421777 
40B113 
427359 
402337 
420930 
43616B 
443426 
437641 
414761 
434208 



452934 



4489&B 
439750 
422283 



441962 



431322 
423994 



421428 
423BB7 
408296 
447815 
441974 
446474 
452166 
451659 



BE092219 
M2B3B22 
M740946 
AI22D547 
AL157504 
AAB05202 
AA057418 
Y15221 

BE409894 



N74392 

AA157291 

RB1733 

XD2419 

A1160873 

BE007967 

X63629 

AI9B9716 

AA079337 

BEG01596 

J05O7O 

AJ0O3G31 

NMJH4125 

BE20O486 

AW207091 

AW958037 

AKQQ1128 

AJ939461 

BE091634 

A1635444 

NM.014953 

BE297802 
AW975531 
AW965450 
W27362 

A1378562 



Hsw556C6 

Ks.150895 

Hs.135223 

Hs.159115 

Hs.315562 

Hs.33654 

Hs.1039B2 

Hs.126522 

H&20T1B9 

Hs.50495 

Ks21479 

Hs.33106 

Hs.77274 

Hs.69233 

H5.155795 

Hs,2877 

Hs.13034 

Ha.65266 
HS.15173B 



Hs.279B12 

Hs.84045 

HsJ23D7 

Hg.286 

HsJ10297 

Hs.161370 

Hs.143917 
Hs.323346 

Hs.69380 
Hb.154443 



BE32658B 
AW241510 
BE145B08 



AAS73263 

Z16005 

AA8042SB 

AWB13731 

AA938471 



782427 
AW0207B2 



Hs.159585 
Hs.220756 

Hs-141454 
Hs^527t3 

Hs.99171 

HS.120B6D 

HsJ5573 

Hs.123229 

Hs.159153 

H&54431 

HS.10B196 

Hs.194101 

H3.798B1 



AF098158 
AA811452 
AU07722B 
T92641 
AW5W472 
AA5B1322 
Y12812 
Y09763 
A1359053 
AW411307 
A1734009 
AW972S42 
AW977534 
AW970622 
U69995 Hs.139234 
BE178323 
AA291101 
ALO802O7 
AL117452 
AI432199 
Al 683732 
AC01227 
AS948G0T 
BE379761 
AW600291 



Hsl01645 
H&9329 
H&291911 
Hs,7725B 
Hs.127648 
Hs.238415 
Hb.4213 
Hs£4422 
Hs.22785 
Hs£7664 
Hs.114311 
Hs.127699 
Hs-269009 
Hs.151469 



H8.33020 

Hs.134585 

Hs.44155 

Hs^470B4 

Hs,126245 

HS.1501B8 

Hs.264680 

Hs.14248 

Hs.6623 



gb:IU-BTO734-24O4fl(H)7t~B04 BT0734 Homo sapi 
ESTs, Weakly similar b S47072 finger prolan 
ESTs 
ESTs 

Homo sapiens mRNA; cDNA DKFZp5B6O0724 (from c 

ESTs 

ESTs 

small Inducible cytokine subfamily 0 (Cys-X-C 
NMj001821*:Homo sapiens chonrideremla-llke (R 
Homo sapiens, done MGG16722, mRNA, complete 
ESTs. WsaWy similar to G01763 atropWn-1 pi 
ESTs 

ubhuicleln 1 
ESTs 

ptasminogen activator, urokinase 

zinc finger pcoteln 

ESTs 

cadherii3, type 1, P-cadherln (placental) 
ESTs 

gb:zm95b09j1 StraJtagene colon HT29 (937221) 
Integrfn, beta 4 

rnslrix rooUlloprotekiase 9 (getaUnsse B, 92k 
C2000€82*:gH751 2792lplr||T1 24S2 hypotheGcal 
gbcAJ003531 Selected ctuomosoine 21 cONA Bbra 
PRO0327 protein 
hypothetical protein FU20288 
ESTs 

ribosonial protein W 

Homo sapiens cDNA FU10266 fls, done HEMB81 0 
ESTs 

gbclL2-BT0731-24O4004)B9<H3 BT0731 Homo sapi 
dM67N1L1 protein 
WAA10B3 protein 
Target Exon 

Hnesfn-Ske 6 (mitotic centromeres ockted 
mfnfchromosonie maintenance deflcterrt (S. cere 
gbPM4^M002M1O400^0e-b09 SN0020 Homo sapJ 
grx30g7 Human refria cDNA randomly primed sub 
Target Exon 
ESTs 

ESTs, Weatiy simitar to SFR4_HUMAM SPUCING F 

Target Exon 

ESTs 

ESTs 

gb:Mr^HT020B-101299-103-fl1 HTD20a Homo sapi 
neurotrophln 3 

C400D647*;g^758508jBf]NP_004253.1| airway 
E87S 

centra mere protein E (31 22(D) 
ESTs 

ESTs, Moderately similar to S65657 etpha-IC-a 
specific granule protein (28 ktta}; cysteine* 
HSPC037 protein 

Homo sapiens cOKA: FU20BG9 fis. clone ADKA02 
Homo sapiens cOMA: FU23Q0B lis, clone LNGD04 
Target Exon 

gb:CM4-WT0007-130500-55l-«)6 NT0007 Homo sapi 
Homo sapfenscDNA RJ10021 fls, done HEMBA10 
chromosome 20 open reading frame 1 
ESTs 

enhancer of zeste (DrosophHa) homolog 2 
hypothetical protein PR021 76 
ESTs, Moderately slmlar to AUJ8_HUMAM ALU SI) 
hypothetical protein MGC1 6207 
regiiatory factor X-fiasoriated protein 
gamma-amhobutyric acid {GABA} A receptor, ep 
Homo sapiens mRNA full length Insert cDNAdo 
CDC45 (can cfivfston cycle 45, S^erevtslae, 
WAA1S03 protein 

Homo sapiens cDNAi FU21814 fis, done HEPO10 
catefomtetmodifin^peiident serine protein k 
gb:EST382704 MAGE resequences, MASK Homo sapi 
forthead box E1 (IhyrcW transcription factor 
gb:RC3-KTD6O(>24O40CK>2^g05 HT0800 Homo sapi 
Homo sapiens, dons IMAGE3939163, mRNA, part 
DKFZP4346232 protein 
DKFZP5B6G1517 protein 
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447701 BE619525 Hs.255527 hypothetical protein MGC1 4128 3.1 

443648 W0&5377 Hs.143610 ESTs 3,1 

414696 AF00202O He76918 Nlemann-Pick disease, type C1 3.1 

_ 449441 A1656O40 Hs.lS6532 ESTs ai 

5 458145 A1239457 Hs.130794 ESTs 3.1 

444588 AJ221321 Hs.167559 ESTs 3.1 

45DS32 AW970602 Rs.105421 ESTs 3.1 

449425 AW103433 Hs.195684 ESTs 3.1 

440953 AISS3038 Hb.124135 Homo sapiens cDNA RJ13051 fis. clone NT2RP30 3.1 

10 42216S L10343 Hs.t12341 protease Inhibitor 3, sWn-denved (SKALP) 3.1 

416120 H46739 gbyo14h02s1 Soares aduHbr*hN2b5HB55YHo 3.1 

425031 X74794 Rs, 154443 rrdnfchroniosome maintenance deficient (S. cere 3.1 

404107 Target Exon 3.1 

419563 AA528235 Hs.193162 Homo sapiens cDMAFU119B3 fis, done HEMBB10 3.1 

15 417168 AL133117 Hs.81376 Homo sapfens mRNA; cDMA DKFZp586Ll 121 (from c 3.1 

435604 AAG25279 Ks-20692 lairfianKtsrized bene marrow protein PM040 3.1 

442B24 BE1780B5 Hs.14408l ESTs 3.1 

435061 A1651474 Hs.163944 ESTs 3.1 

420589 AA4193B0 Hs.192708 ESTs 3.0 

20 434559 A1311295 tfs£294 KIAAJD196 gene product 3.0 

420039 NMJD046D5 rfe,94581 sulfotransferasefemlV, cytosolic, 2B 3 membe 3.0 

453883 At63B516 Hs.22630 cefaclor required for Sp1 transcriptional act 3.0 

402892 Target Emit 3.0 

_ 406087 TajgetExon 3.0 

25 411770 NMJH4278 Hs.71992 heat«hod? proteb (hspHOfamRy) 3.0 

459587 AA031956 gb:zk15eQ4.s1 Soares_pregnenUjtBnJS_NbHPU Ho 3.0 

435990 A1015662 Ha.131793 ESTs 3.0 

442577 AA292996 Hs.163900 ESTs 3.0 

44B733 NMJ3D562& H&.18795B solute carder family 6 (neurotransmitter tra 3.0 

30 458154 AW816379 Hs.335018 ESTs 3,0 

416809 N67253 Hs.271691 ESTs 3,0 

444946 AW1392Q5 Hb.1 56457 hypothetical protdn FU2240& 3.0 

437938 AI950067 gb:wq06cOZx1 NCS_CGAP_Ktd12 Homo sapiens cON 3.0 

413281 AA861271 Hs.222024 transcription factor BMAL2 3.0 

35 434808 AF155108 Hs.256150 Homo sapiens, Similar to RtKEN cDNA 261 0Q27G1 3.0 

445505 A1971156 Hs.148891 ESTs 3.0 

425005 AI565851 gb*i07g03jtl NCLCGAP Jm25 Homo salens cON 3.0 

435673 AF2029&1 Hs.284200 Homo 5 apiens unc haracte rtzed gastric protein 3.0 

. . 432189 AA527941 gb:nh30c04.s1 NCL0GAP_Pr3 Homo sapiens cDNA 3,0 

40 453509 AL040021 Hs_252fi74 ESTs, WeaMy similar b attemafivery splbed 3.0 

455750 BE075114 g&PM1-BT05B5-1 10200-003^1 BT0585Homosapi 3.0 

407777 AA161071 Hs.71465 squafene epoxJdase 3LO 

424441 X14850 Hs.1 47097 H2A historic family, member X 3.0 

417734 242667 H&.6724 ESTs 3.0 

45 449676 AW380579 Hs.209657 ESTs 3.0 

445425 AC2351 1 Hs.380722 ESTs 3.0 

427061 AB032971 Hs.173392 KIM1145 prateln 3.0 

433584 AW295399 gbcUt-K^2*hv4i-0&04JLs1 NCLCGAPjBuM Ho 3,0 

„ 444477 AI150548 Hs.23155 ESTs 3.0 

50 446255 AS283257 rte.257090 ESTs 3.0 

400612 Cl000l034:gl|75l3l13|pirl(T13O78 MAA0992 pro 3.0 

450B41 A1741465 H&J270515 ESTs 3.0 

410581 BE540255 Hs.6994 Homo sapiens cDNA: FU22044fis ( rioneHEP091 3-D 

433871 W02410 Hs.205555 ESTs aO 

55 401994 Target Exon 30 

449272 AW37656 Hs.197845 ESTs 3.0 

409703 KM_006187 Hs.56009 2^%oader^ate6yn!hotasa3(100kD) 3.0 

4Q025Q Eos Control 3.0 

_ 40B015 AW136771 Hs244349 epkiermal drffQrenfeiiQn complex protein Ik 3.0 

60 436414 BE284633 Hs.143638 WD repeat domain 4 3,0 

432220 AJ571306 Hs.232224 ESTs 3.0 

420831 AA280824 Hs.1 90035 ESTs 3.0 

433644 AW342028 gb:hb75d03jt1 NC1_CGAPJJt2 Homo sapiens cDMA 3.0 

447313 U92981 Hs. 18081 Rome sapiens c'w9DT1P106 mRNA, CAG re peat r 3.0 

65 428262 A1G51324 Hs.7298 blpnenyl hydrolas&lla (serine hydrotese; br 3.0 

45277B R71338 Hs£921 Homo saptens cDWA: FU21592H6, clone CO1070 3.0 

417308 H60720 Hs*1892 KIAA0101 gem product 3.0 

436281 AW411194 Hs.8S195 myeloid tauVamia factor 1 3.0 

4334B5 AJ493078 Hs. 20 12 67 aWo-keto reductase femiy 1, member C2{dJhy 3.0 

70 423666 R72B94 Ks.7720 dyneln, cytoplasmic, heavy polypeptide 1 3.0 

426890 AA393167 Hs.41294 ESTs 2.9 

436333 AA709270 Hs.136672 EST 2.9 

440006 AK000517 Hs.6844 hypothetical protein FU20510 29 

__ 402558 G10D13B3*^1}53869Dlplri|AS1183hypa1he6&at 23 

75 411098 AWB17238 g h:rmST0247^g0200-1 05^07 ST0247 Homosapl 29 

435399 AA6794B3 g&acSOcOXst SfralagenehNT neuron (937233) 29 

431070 AW408164 Ks.249184 fransenpfion factor 19 (SC1) 29 

427986 W45214 Hs.282387 Homo sapiens cCNA: RJ21837 fis, done HEP016 2.9 

nn 410658 AW105231 Hs.192035 ESTs 29 

80 434539 AW74B078 Hs514410 ESTs,WeaWy£irn«3rtoMUC2J1UMANMUCIM2PR 29 

412279 BE245511 gb:TCBAP1D3235 Pediatric pre-B ceS acirte lym 29 

405277 ENSPOOC0021 162rXerab'n, type U cytoskdeta 29 

423733 AA330281 gb:EST339B5 Embryo. 1 2 weak II Homo sapiens C 29 
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465319 AW895387 gb^4-NNa038-300300-l57-c10NIW03BHamo6airi 29 

407638 AJ404672 Hs.334483 hypothetical protein FU23571 29 

413306 AW303544 Hb.1 18664 ESTs zg 

432215 AUQ76609 HsJ2934 nlxjnucfeoUJe reductase M1 polypeptide 2.9 

5 434423 NMJH6769 Hs*3844 L1M domain only 4 2.9 

446269 AW263155 Hs-14559 hypothetkal protein FU1 0540 2.9 

412367 AW945964 gb:QW.ET0001-050Stfr22fl^09 ET0001 Homosapi 29 

436148 BE005252 Hs.321583 Homo sapiens cDNAFU20779 fie, clocia COLD507 29 

4211S0 U95031 Hs.1024B2 mucin 5. subtype 6, tracheobronchial 29 

10 404981 ENSPOGQ0O2S224r:Ksfafoi, type II cytoekeleia 29 

448796 AA147829 Hs.301431 en dolheOa! zinc finger protein induced by lu 29 

452732 BE300073 H6.B0449 Homo sapiens, clone I WAGE: 3535234, mRNA, part 29 

401760 Target Exon 29 

443859 MM.013409 Hs.9914 Folfelafin 29 

15 494253 NhL021058 4 :HornosapansH2BiustanBfarTuly,m 2.9 

432491 AA662910 Hsv42635 hypothetical protein DKF2fc434K2435 2.9 

435B67 AA954229 Hs.114052 ESTs 29 

429036 BE549781 Hs,270475 ESTs 29 

446733 AA85336Q Hs.26040 ESTs f VVteakly similar to feify acid oraagarhydr 29 

20 446417 A12990SO gb:qn14d!2.x1 NCIjXAPJj^Hcmo sapiens cONA 29 

437637 AX03029 Hs.65792 synlroprun, gernma 2 29 

462452 BE393822 Hs.29645 Hc^sapfensmRNA;cDNAOKFZp761C029{framcl 29 

442432 BE093589 Hs,36178 hypottieficaJ protein FU23468 29 

450698 W31489 Hs.95044 ESTs, Weakly sbrrlar to 138022 hypothetical p 29 

25 439430 AF124250 Hs.6664 wrvteal career arrB-esirogen resistance 3 2.9 

434876 AF160477 Hs.61460 Ig superMy receptor LN1R 29 

438268 AA782163 Hs.293502 ESTs 29 

401781 Target Exon 29 

_ 439625 ARJ864S3 Ha.E8611 ESTs 29 

30 , 425234 AW152225 Hsvt 65909 ESTs, Weakly similar to 138022 hypoihe&cal p 29 

410743 AA089474 H&272153 ESTs 29 

414915 NM_002462 Rs.76391 myxovirus {influenza) resistance 1, homotogo 29 

449746 AI668S94 Hs.176568 ESTs, Weakly simiar to CP4Y_HUMAN CYTOCHROME 29 

443479 AF0Z7219 Hs.9443 zinc finger protein 202 2.9 

35 442601 AK84SS9 Hs.46772 ESTs 29 

405932 Cl5O0O3D5^il3a0S122{gblAAC€9198,1| (ATO978B7 29 

405454 C12000541^^29884|reflNPJ30653ail IGF4I 29 

418844 M 62962 Rs.1200 37** I don ate 1 ^oxygenase 29 

408562 AJ 436323 Hk3l141 Homo sapiens mRKA for KJAA1568 protein, part! 29 

40 408929 NMJ3Q6042 K&48384 heparan sulfate (glucosamine} 3-O^ffatransf 2.9 

414581 AA256213 Hs.72010 ESTs 2.9 

411268 AK000512 Hs.693BB hypothetica) protein FU205O5 29 

450024 AA0051 29 gb2h90hOB,r1 ScareajBtaUrverjspleerulNFLS 29 

400297 A1127076 Hs.334473 hypotherjea! proteai DKFZp5640127B 29 

45 436461 AA379597 Hs.5199 BSPC1 50 protein similar to uMqufcrwotfugrt 29 

400831 AF173937 Hs.109494 secreted protein of Unknown function 29 

429118 H20669 Hs.35406 ESTs, Highly s'rmlar to unnamed protein produ 29 

444381 BE387335 rfc^63713 ESTs, WeaWy simitar to 864064 hypothetical p 29 

436711 AF2266S7 Hs.58553 OTP synthase I) 2.9 

50 419D88 A1538323 Hs.52620 rntegrin, beta 8 28 

431629 AU077025 Hs.265827 trrlerferon, alphas dudbta protein {dona \F 28 

429299 A1620463 Ha,293&84 hypomeGcal protean MGC13102 28 

451702 AW685452 Hs.246509 ESTs 26 

432162 AA584062 Hs^72798 hypothelfcaf protein FU20413 2B 

55 405281 WMJ»2864:Homo espfens pregnancy-zone protein 28 

438161 BE089O2B Hs^0158 ESTs, Weakly simitar to S34169 trftiacripfon 2.8 

409103 AF251237 Hs.112208 XAG&1 protein 28 

425699 AW386745 Hs.214140 ESTs, Waskry siNlar to ALU1JKUMAN ALU SUBFAM 28 

425274 BE281191 Ms. 155462 mlnJchrorrosome mantenance deficient (msS, S 28 

OK) 435099 AC004770 Hg.4755 flapstroctwe^ecKfcendDnudBaso 1 28 

446873 AA250970 Hs.251946 pdypHMng protein, cytoplasmic 14ta 28 

452730 AA027952 Hs.185218 ESTs 28 

413063 BE06452B gb:RC4-Fn)311-25O2(KW)144i06 BT0311 Komosaci 28 

s r 437030 AA742577 HS.3037B1 EST 2.0 

65 4381 13 A1467908 Hs.8882 ESTs 28 

442973 BE5S7665 Hs,288550 Homo sapiens cDNA: FU23158 fis, done LNG096 28 

440994 A11B0011 Hs>193341 ESTs 23 

442296 AJB2724B Hs224398 Homo sapiens cDKAFU 11469 fis, done HEMBA10 28 

422689 AWB56665 gb:RC34nO2fl7-2901MHMW03 CT0297 Homo sap) 20 

/O 410310 J02931 Hs.62192 coa^ation factor III tthromboplasfln, tissu 2.8 

424408 At754ai3 Hs.146426 collagen, type V, alpha 1 2.8 

433788 A1810534 Hs.161275 ESTs 2.8 

403806 Target Eron 28 

~ c 437162 AL080098 g^KomosapiBnamRNAjcCNA DKFZp584C1072(fro 2B 

75 453955 AW579207 Ha304666 ESTs. Wea% sMar to 178585 serineflhroonl 28 

420795 AA323037 Ks.128645 sorting nexln 16 2B 

452696 AIB26645 H&.211S34 ESTs 28 

432656 NMJJD0246 Hs.3076 MHCcfasslltransacEvator 28 

0rt 438052 AA776564 Hs/41891 zinc finger 1111 2.8 

oU 441755 AW450626 Hs.127786 ESTs 28 

427951 AW293165 Hs.143134 ESTs 28 

4497B5 A1225235 Hs.2883C0 hypothe8cal protBln FU23231 28 

490451 AW591528 Hs^02072 ESTs 28 
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406331 N73448 Hs.50272 ESTs, WeaJdy elmflaf to RSIAJ^MAN 40S R1B0S0 28 

411558 AA102670 Hs.7Q725 gamBia-arroiobutyric add (GABA) A receptor, pi 28 

439463 BE264974 Hs.6566 ihyroTd hoimone receptor fnleractor 13 2.8 

41358Z AW29S647 Hs.71331 hypcmeM protein MGC5350 2.8 

5 448979 AJ611378 Hs.192810 ESTs 28 

409143 AW0259B0 Hs.138965 ESTs, Weakly similar Id 138022 hypothetical p 2.8 

410664 MM_OOG033 Hs.65370 lipase, endothelial 28 

444550 BE250716 Hs.B76M ESTs 28 

422109 S73265 Hs.1 473 gastrin- releasing peptide ZB 

10 407788 BE514982 H&3B991 SlOOcakiumbinding piulemA2 2.8 

445941 AI267371 Hs.172636 EST3 2.8 

459719 AW749511 Hs.301554 ESTs, WeaWy simitar to AF 133298 1 cytochrome 2.8 

413943 AW2B4416 Hs.144687 Homo saptens cDNA FLJ129B1 fis r done NT2RP20 2.8 

. 456456 AA4776D9 Hs.89563 nuclear csp binding protein subunftl, BOkD 2.8 

15 428301 AW628866 H9.98440 ESTg, Weddy similar to 133022 hypo Ihetfcsl p 2.8 

403000 8E24727S Hs.151787 U5 snRNP-speclfc protein, 11 6 kD ZB 

413273 U75679 HsJ5257 stem-toop (hfctone) bhicSng protean 2.8 

439346 T63959 rfct225320 hypothetic pmtdnFU23537 28 

429597 NMJ0O3B16 Hs.2442 a t&antegrui and motriloproIanBse domain 9 2.8 

20 412970 AB02B435 Hs.177534 dual cpecfflcfty phosphatase 10 Z8 

455091 BE079752 flb:RC^BTC)627-1 40200-01 1V«W BT0527 ttemosapi 2.8 

410049 AW579475 gb:ROWm]07&-1lOlO(MJ3l-dlOEJrOD76 Homosapi 2.8 

452571 W31518 Hs.34685 ESTs Z8 

A _ 4S56BS BE0S5813 gb:RC2-BTC31 8-1 10KKWrt2-aO8 BT031 8 Homosapi Z8 

25 426343 NMJM4642 Hs.169367 KIAA0D36 gene product Z8 

414853 U31116 Hs.77501 sarcogrycan, beta {43kD dystrophln-assoclated Z8 

409142 AL136S77 Hs.50758 SMC4 (stmcturaJ mrfntenancB of droraosomBS 4 2.7 

418592 X99226 Hs.284153 Fanoonl anemia, complementation group A 2.7 

429128 AA446869 Hs.119316 ESTs Z7 

30 427651 AW405731 Hs.1B498 Homo sapiens cDNAFU 12277 lis, dona MAMMA1D 27 

433345 AJ681545 Hs.152962 hypothetical pmten FU131 17 Z7 

403763 NMJI01 0S9**lomo sapiens tachyWnh receptor 3 Z7 

444172 BE147740 Hs.1 04558 ESTs, Moderately slrcfflsrto I38Q22 hypothetic Z7 

406753 AA505665 Hs. 2 17493 annaxinA2 Z7 

35 415747 AA381209 gb :ESTB4257 Activated T-c el si Homo salens 2.7 

419875 AAB53410 Hs.93557 proenkephafln 2.7 

452234 AW0B4176 Hs.223296 ESTs, WeaWy sknilarto 138022 hypothetical p Z7 

430486 AF052573 Hs^41517 poVmei^e{DNAdiected).theta Z7 

Jrt 456181 L36453 Hs.1030 ras inhibitor Z7 

40 416548 H62953 gb.7r47TOB.r1 Soaiws fetal liver spleen 1NFLS Z7 

417995 AW974175 Hs.188751 ESTs. Weakly similar to MAFBJ-IIJMAN MICROflTUBUL Z7 

435347 AVWI4873 Hs.116963 ESTs 2.7 

1 457339 AW971949 Hs.291252 ESTs, Weakly similar to ZN91JHJMAN ZINC FWGE 2.7 

41739B M78541 Hs.177356 ESTs Z7 

45 408380 AF1 23050 Hs.44532 diubiquitm 27 

437724 AW444826 Hs.184323 ESTs 27 

408680 AKD00093 rte,46B21 hypnotical protein FU20086 27 

454202 AW178363 ^RC3-HT0105-01 0999^02- HOfi HFOlOSHDmasapi 2.7 

_ 441352 BE614410 Hs.23044 RAD51 (S. cerovkbo) tiorooiog (E coll RecAho 2.7 

50 422278 AF072573 H5.1U218 ftfezledlDrosophla)nomotog6 2.7 

406092 Target Exon 27 

447748 AI422023 Hs.161338 ESTs 27 . 

443236 AIQ79496 Hs.1 34169 ESTs 27 

433743 AF075312 HsJ236760 Homo sapiens ctor*HQ0262 27 

55 446639 BE091926 Hs.16244 mitotic spindle coted-col related protein 27 

405675 Target Exon 2.7 

424825 AW904466 Hg.321197 PDZdomafn protein (Drosophna toaOlike) 27 

416260 AA6813BS HsJ3452 hypotheflcat protein MGC10791 27 

44B592 N6S548 H&.44563 hypothetical protein 27 

60 407289 AA135159 Hs203349 Homo sapiens cDNA FLM2149 fe, clone MAMMA10 27 

407287 A167B812 dWu59d05JCt NCLCGAPJGas4 Homo sapiens cDNA 27 

448275 BE514434 Hs.20830 kmeam-ike2 27 

412977 AA125910 Hs.191461 ESTs 27 

431721 AB032996 HsJ2B8044 K1AA1170 pncMi 27 

65 417357 AF280257 Hs.1 319 17 re&iWs ppgmentosa GTPase regulator Interne 27 
400298 AA032279 Ksj81635 sU transmembrane epHhela] anfigan ofthep 27 
416294 D869B0 Ha,79170 KIAA0227 protein 27 
458201 AJ98MB1 Hs.233477 ESTs, ModerateCy sfmlter to A Chain A, Cyclop 27 
^ 425483 AF231022 Hs.158159 FATIi^stwr^rfDi^WaJhomolQna 2.7 
70 40123O Nr4_014191**lomosapDenssodrom channel, volta 2.7 

422056 AAS62231 H&334443 ESTs 27 
452747 BE1S3855 K&J61460 lg auperiamOy receptor LNIR 27 
430152 A9001325 H&234642 aquoporin 3 27 
444006 BE395085 Hs.1 0086 type I transmembrane protefo Fn14 27 
75 4435C0 AV64638B Hs53961 Homo sapiens mRNA; cDNA DKFZ^667D095 (from d 27 
418030 BE207573 Hs.83321 neuromealnB 2.7 
445640 AW9B9628 HsJ1704 ESTs, WeaMy similar to KIAA0227 [Ksapiens] 2.7 
418889 AW516555 gb:xq01d05j{1 SoareOHCeCLcervfcaLlumor Horn 27 

431686 AA5139D6 Qb3ig67c08.&1 NCI_CGAMJp2 Homo sapiens cDNA 27 

80 427579 AA366143 Ks. 1796 69 hypoBieBcal protein FU20637 27 
423175 W27585 Hs.18653 hypoQtcb'cal protein FU14627 27 
414737 A!16D386 Hs.125037 ESTs 27 
451813 NhL016117 Hs.27182 phospho^pase A2-adivafirtg protein 27 
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419833 
411819 
445592 
446102 
441408 
436027 
416283 
421470 
416658 
428082 
431932 
426696 
433288 
410290 
432865 
40B690 
440048 
401260 
435136 
412108 
434442 
443204 
419667 



409594 
410008 
423038 
406671 
450983 
434444 
421817 
411465 
408625 
412530 
439245 
431890 
414747 
401050 
406897 
451153 
407327 
440159 
404184 
426552 
401367 
42B45Q 
425690 
424783 
449432 
425062 
452281 
450705 
421506 
408391 
427099 
431750 
451B07 
453331 
447175 
451878 
433790 
418262 
434557 
425704 
420694 
435663 
44B037 
418067 



40229B 
424031 
407471 
430994 
4199B3 
419699 
423637 
425415 
444626 
413331 
414987 
409041 
413864 



A1335361 

AA251131 

AW947884 

AV654382 

AW168057 

A1733249 

AIB64053 

NM.005429 

R2749B 

U03272 

AM206B3 

AW276866 

AA394104 

AB68873 

AA4023O7 

AI753709 

AW8S4542 

AA897461 

R27299 

M1 00293 

M737415 

AW205878 

AU077005 

AA988176 

AAD76118 

AA079552 



AA129547 

AA305384 

AI765276 

AF146074 

AWB47663 

AW243323 

AA768286 

NMJJ13351 

X17033 

U30872 



Hs.226376 
Hs.220697 

rte.17947 

Hs.252353 

Hs.126897 

Hs^9972 

Hb.79141 

Hs.1378 

Hs.79432 

HaJ832l 

Hs.192715 

Hs.97489 

rte.271257 

Hs.322B44 

HS.1524S4 

Hs^287J7 

HB.10172 

rk185043 

Hs.152826 

Hs.29643 

rte.92208 

Hs.121553 



Hs.123058 

H3,285754 

Hs.25740 

Hs.101257 

Hs.108660 

Hs-266785 

Hs^66273 

rfe,6510 

Hs.271986 

rls.77204 



BE0829G0 

AA487162 Hs.268414 

AI637599 Ha,l26127 

AW274560 Hs. 129520 



MMJH4791 

N^_016112 

AA913909 

AW451361 

HQ9748 

T93500 

U90304 

BE3Q2796 

AWB99276 



AA514986 

W52854 

A1240665 

AI36S208 

AI821027 

EE298215 

AA215535 

AW855466 

079293 

AA744S97 

AI023707 

AW19S634 

AI127958 

BE542950 

NNL006413 

D55644 

AA490346 

W55956 

AA24B993 

AL137279 

M13903 

A1674482 

BEO 83950 

AA524394 

BE175SB2 



Hs.184339 

Hs.159241 

Hs.153088 

Ha.196529 

Hs^79B7 

Ks.287&2 

Hs.25351 

Hb.105097 

Hs.173560 

H&.2B3705 

Hs.27099 

Hs.8895 

H&293606 

Hs.8429 

Hs.288968 

Hs^8133 

HsJ7lBfi6 

Hs.159264 

Hs.88854 

Hs.134273 

Hs.170401 

Hs.83393 

Hs.155548 

Hs.139120 

Hs.40530 

HSJ94030 

Hs.173044 

K&130197 

H3.157091 

Hs.148441 

H&294022 



ESTs 
ESTs 

flb:PM1-MTO01O-2003OM01-sO8 MT0010 Homo sapi 
ESTs. Weakly similar to T1 6534 hypotheses! p 
ESTs 
ESTs 

ESTs, WeakJy sMarto I3B586 reverse iranec 
vascular endotheSal growth factor C 
8fui8nnA3 

fibrillin 2 (congenital contractors! arachnod 

hypotfieilral protein FU 14 103 

ESTs 

ESTs 

ESTs, Weak!/ similar to 138022 hypothetical p 

hypothetical protein DKFZp564At76 

ESTs. Weakly sinter to 138022 hypothetical p 

gb:PM4-3K0016-1205fl0.0034i02 SN0D16 Hamosapl 

ESTs. Weakly similar to envelope protein [Ms 

CtO0103r:^7305041|rofjNP_036876.1| en/thro 

ESTs 

ESTs 

ESTs 

Homo sepiens cDNA FU13103 fis. clone NT2RP30 

a disintegrin and metatloprotemasa domain 15 

hypcfteticd protein FU20641 

gbzm1Be08*1 Sbatagene pancreas (937208) Ho 

gb2m20h12^1 Stretagene pancreas (937208) Ho 

DEAD/H (Asp-GlifAfe-AspmiB) box polypeptide 

met proto-oncogene (hepafocyte growth factor 

EROI (S.cerevte!a9)-Jite 

hypothetical protein MGC3295 

ATP-bincfcig cassette, suWamlly C (CFTR/MRP) 

gb:IL3^0213-250100^K6-F02CTO213Hornosapr 

ESTs 

rrypdhe&eal protein FU13346 
Biyrolropifweleaslng hormone degrading ectoe 
Irrtegrto, alpha 2 (C049B, alpha 2 subuiK of 
cenbomere protein F (350H00kD, mltosln) 
NM_014155*:Homo sapiens HSPC063 protein (HSPC 
Target Exon 

flb:CM2.BT0742-1C0400-147-h04 BT0742Homo sspi 
ESTs, TrtteaMy similar to Z195JJUMAN ZJNCFINGE 
ESTs 

NM^OSCQOS'iMomo sapena olfactory receptor, f 
ESTs 

Target Exon 

WAA0175 gene product 

polycystic Wdney disease 2-iks 1 

TATA box binding protein (TBPJ-assodated fac 

ESTs 

B-cell ClUyrnpriDrna 118 {zinc finger protein) 
Homo sapiens cDNA FU11041 fis. done PIACE10 
Iroquois homeobox protein 6 
thymidine fc&iase 1. soluble 
^MR1-CT0352-24020CMO&<102 CT0352 Homo sapl 
odd Ozfierwn homolog 2 {Grosophfla, mouse) 
ESTs 

hypothetical protein FU23293 similar to ARL- 

ESTs 

ESTs 

ESTs 

RAB22A, member RAS oncogene famf^y 
ESTs 

ESTs, Weakly similar to AUIIJttJMAN ALU SUBFAM 

Human done 23948 mRNA sequence 

ESTb 

ESTs 

ESTs 

cystattoEAft 
ESTs 

Target Exon 
ribonuctease P (3Dktr) 

gb:Human spleen PABL {pseudrautosornat boundar 
Homo sapfens, dona MG017624. mRNA. complete 
Homo sapiens mRNA; cDNA DKFZp586E1 624 (from c 
ESTs, Weakly slmlar to 138022 hypothetical p 
HomosapTans mRNA; cDNA DW : Zp4340l2l4 (from c 
tnvolucrin 
ESTs 

gb:PMO-BTD55l-26O2CKMl01>b11 BT0651 Homosapl 
hypotheBcal protein FU 14850 
C300l706*^1345852Jsp]P159B9lCA3bUCHlCK COL 
B bi^HT05&X)-1{XS0(Ml22-C01 IfTOBO Homo sap! 
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•UO/4D 


AI885B15 


Hs.184727 




AW979Q74 






AF026944 


Hs.293797 




AA648459 


Hs.335951 




AJ870435 


Ks.1569 


411171 


AW82Q260 




*V*f lUf 


R3S075 




459598 


U72671 


Ha.151250 


44AAA3 


AA92696Q 


Hs^348B3 




NM.007019 H6.930O2 




BEC69288 


Hs.34744 




AA8B5103 


Hs.223BQ6 




AW994222 






AA077118 


Hs.197298 




AA6252Q7 


H5-264S15 




NM_014058 Hs.201877 


424420 


BE614743 


Ks.146688 


47?*Ufl 
*l£iOlU 


Z47542 


Bb.179312 


4D/d-34 


AI63B627 


Hs. 105635 


A*%AVIA 


ML014314 Hs.145612 


40DUyO 


AW85559& 




4ol<54l 


AA49B799 


H8.3695B 


424073 


UG3493 y 


Hs.138959 




BE270447 


Hs.174070 


•Kir JIM 


AA4248B1 


Hs 256301 


AKIM1H 
40 U 1/3 


AW2S6024 


Hs.150434 


It'll OA 


NWJ0061O3 


HsJJ719 




AAC35261 


Hs.61753 




AI440286 


Hs.170673 




AW936832 






AL119671 


HsJ420 


443757 


H05473 


Hs,623t4 




A1656959 


H8222165 


434913 


AW872860 


Hs.11056 


*WB!JTO 


A1652865 


Hs.23363 


43732/ 


AL3S3942 


Hs.306504 


40UZO<£ 


AW409572 


H&.184B46 




R1D7S9 


Hs.191990 


4AJlrU 


U43374 


Hs.95631 


44WI44 


AJ640355 


Hs,312691 


■•w :?44a 


BE140845 


Hs.57668 


AAtoAtVJ 


AI672379 


Hs.122970 


45££A/ 


BE158W6 


Hs^12296 




AW977653 


Hs,75319 


4Z91oa 


AA884766 






AW3900S4 


Hs.192843 




D31118 


Hs.191735 


A4TOt7MZ 
41 fb/O 


AA641836 


H&3MB5 


401 KJd 


AI781324 






XB3635 


H8.1657 


429386 


AK001795 


Hs.201179 


423949 


AI014546 


Hs.130912 


411768 


NIAJM3371 


HsJ1979 


40W91 


AW376974 


Ha.156704 


4oitZ4 


AF284221 


Ks^9506 




AW809201 


Hs.314248 


4 to/ I r 


AJS34430 


H9JG9&4 




NMJDC4272 Hs337737 


44B454 


NWUDQ5879 Hs51254 


4JUU/jC 


X13294 


Hs.300592 


44ZDot> 


AJ394036 


He.132237 


401494 


AI799444 


Hs.247095 


41d3£7 


U70370 


HSA4136 


44U3ol 


AA9178Q6 


H8.190495 








451 JW 


AW936273 




447898 


BE620911 


Hs.126889 


441794 


AW197794 


H&2S333B 


424153 


AA451737 


HS.14149S 


453633 


AA357W1 


Hs.34045 


435647 


AJ653240 


Hs.49823 


426780 


AI478578 


Hs,50636 


439108 


AW163034 


Hb.6467 


4225E5 


BE259035 


H$.118400 


428054 


AI948668 


Hs.266ei9 


418811 


AK001407 


Hs.86663 


409893 


AW247090 


Hs^7101 


443362 


AKK3464 


Hs.166505 


433183 


AF231338 


H&222024 


43B214 


H06O76 


Hs 26320 


448745 


AW118189 


Ha.156400 


414416 


AW409985 


Hs.76084 


426333 


AW269088 


Hs.118183 



MAGPHomosspl 



ESTs 

flb:EST3911 64 MAGE r 
ESTs 

hypothetical proteh AF301222 
UM homeobox protein 2 

gb^V25T0296-1S020tW)4aclO ST02S6 Homo B^i 
gtxyh88bOU1 Scares placenta Nb2HP Homo sapi 
Intercellular adhesion molecule 5, fetencepha 
COC28 protein kinase 1 
uWquWn canter protein E2-G 
Homo sapians mRNA: cONA DKFZjp547C1 38 [from d 
TATA box binding protein (TBPJ-assocfated fac 
fi>:RC3-BNOD36-250200-012-e02 BN0036 Homo sapC 
NSI-tfwSng protean 

Homo sapiens cDNA FLU 2908 fis # ctone NT2RP20 

DESCi protein 

proBiaglandln E synthase 

small nuclear RNA activa&ig complex, porypep 

WAA1688 protein 

RNAhellcasa 

Bb:CM1-CTOZ7a^3tt9^032-eOB CT0278 Homo sapi 
ESTs 

gap Junction protetn, alpha 7, ASkO (oonne^n 
iiblqUtfn carrier protein 
hypoWcal protein MGC13170 
ESTs 

epidJdymis^pecrhc, whey-acidic protein type 
ESTs 

ESTs, Weakly slmlar to T24332 hypotheficat p 
gb:PM2-DT0D23^04O0-0034iO3 DT0023 Homo sapi 
fibroblast growth factor receptor 3 (achcodra 
ESTs 
ESTs 

RALBP1 protein 

hypothetical protein FU10983 

Homo saplena mRNA; cDNA DKFZp76lL23t 21 {from 

Homo sapiens, Simitar to zinc finger protein 

ESTs 

Human normal keraflnocyle mRNA 

ESTs 

ESTs 

hypothe&aJ protein FU21579 
ESTs 

ribcrHJdeofide redarfsse M2 polypeptide 

flb:am20a10«s1 Soares_NFLTjGSC_Sl Hornosapfen 

leucine zipper protein FKS614 

hypothefca* protein MGC10520 

hypothetical proteJnFU231B6 

gbovKObllJCI NCI^CGAP^Co16 Homo sapiens cDNA 

estrogen receptor 1 

hypothtfcal protein FU10933 

ESTs 



ESTs 

douUesex and mab-3 related transcripCort fac 

ESTs. WeaWy slmiar 1o AUM_H U MAN ALU SUBFAM 

ESTs 

Homsr, neuronal immediate early gene. 1B 

TRAF interacting protein 

v-myb avian rnyefobtastoste viral oncogene horn 

ESTs, WeaWy Simlar to DU5QJHUMAN DUAL SPED 

ESTs, Moderately slmaar to AUJ7 _HUMANALUSU 

palred-Blw homeocVxnam transcrlpflon factor 

ESTs 

Target Exon 

gb:CrV0-DTO2DMJ9O2aO-1u7*g07 CT0020 Homo sapt 

ESTs 

ESTs 

MAGEJDce2 

hypothetical protein FU 20754 

ESTs 

ESTs 

aynaptogyiin3 

singed (DrosophRa)-llke (sea urchin fascki h 
ESTs 

hypotfieh'cfll protein FU 10545 
mMftromosorne maintenance deficient (S. cere 
ESTs 

transcription factor BMAL2 
TRABID pratmn 
ESTs 

frypothelfcal protein MGC2721 
hypothetical protein FU22833 
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TABLE 128 



Pkey: Unique Eos probsset tdantirrer number 
CAT number: Gene cluster number 
Accession: Genbank accession numbers 



Pkey CAT number 
407642 100717$_1 



408391 
40B690 

409895 
409990 
41000B 
410049 
410784 
411095 
411171 
411465 
4115S9 
411819 
411958 
412Z79 
412313 



412333 
412357 

412B79 
413083 
413331 
413854 
414147 
41414B 
41B317 
415613 
415747 
416120 
416168 
416548 
417742 
418347 
418869 
419807 
420373 
420637 
420930 
42268S 
423733 
423735 
423841 
425005 
429163 
431120 
431322 
431698 
432184 
4321S9 
432869 
433289 
433584 
433644 
434321 
435389 
4371B2 
437938 



1055687.1 

10749Q_1 

114249JI 

114876J 

116640 

116&12J 

1172307 J 

1221005.1 



1246768.1 

1249417J 

1258748.1 

126717_1 

1287332J 

128B355.1 



1289Q37J 
1291505.1 

1334272J 

134863SU1 

1361726.1 

139578BJ 

142127.-1 

142132L1 

1533847J 

1540602J 

155189.1 

1571265.1 

1574545J 

1600181.1 

169S282J 

17414QJ 

179863L1 

188253J 

193194.1 

195241.1 

197736.1 

21989GL1 

231476.1 

231498_1 

232507.1 

Z45908J 

300543.1 

328264J 

331643.1 

336609.1 

342677_1 

342B19J 

355475.1 

3620SL-1 

37040CL1 

37l9t$_1 

383473J 

40557$_1 

43421J 

44573_2 



438390 45662J 
438966 467438J 
43B993 467651.1 



Accessions 

AW178963AWB45721 BE141041 AW806977AWB45590AW845B91 AW845724 AW1 76564 AW845705 AWQ45603 AWB45729 AW845722 A Wt 78366 

AW845693 AW84558S AW845707 BE141053 BE141046 AW845570 AW845575 BE141043 6E141039 BE141070 AVTO62443 AW8069BO AW845643 

AWB09969 AW845B86 BE141054 BEJ41O4OBE141044 BE141042 AWB45571 AWB4S604 BE141047BE141071 AW062442AW845633 AW178988 

AW859276 AW859274AW190959791463 

AW864542 AA056567 AW8B2724 

AA0761 18 AA975618 AA076220 

AA296961 AA2968B9 AA076945 AAD77528 AA077497 

AA079337 AA07933B AW272100 

AA079562 BE14262S BE142527 

AW579475 AW939654 AW939655 

AWB03201 BE079700 BEQ62940 

AW817238 AW9939B5 AW993998 

AW820260 AW820332 R94406 

AW8476B3AW847861 AWB61080 

BE144QB1 BE144190AW851155 

AW947884 AW947918 AW947838 AW947683 AW947897 AW947910 AW947905 AW864751 AW947878 
AA09902Q AW751275 AW751276 AW751 289 
BE245511 BE246133 AW935247 

AW936832 AW938609 AW936657 AW93661 1 AW938739 AW936734 AW936779 AW93668B AW936659 AW936738 AWB3B827 AW936737 AW936736 
AW936740 AW936B33 AW936777 AW936830 AW936834 AW936B29 AW936772 AW936638 AW93B658 AW936636 AW936774 AWB36778 AW936766 
AW935776AW936831 AW936760AW936819 
AW937465 AW937589 AW93765B AW937654 AW937492 

AW345964 AW946020 AW94B034 AW948027 AW946041 AWB46044 AW946033 AW946024 AW946021 AW946029 AW94601 6 AW946016 AWB46039 

AW946045 AW946028 AW946Q38 

BE092219 BE092361 BE006769 

BE064528 BE064S89 BE064561 

BE083950 BE084017 BE0B4O16 

BE175582 BE175514BE175505BE175591 BE175530 

BQ091634 

BE084049 AW292907 AA135984 
Z43388 F05453 R19S73 R20275 HD6917 
R20233 F12901 T74740 
AA381209 AA3B1245 AA1676B3 
H46739 H51513 H19779 
H23687H46460 H4Q230 
HB2953N76608N72413 
R64719Z44680R12451 
AA216419 F0323B AA229517 
AW516565 AA229762 AA230035 
R77402 AA262462 AA250988 R06794 
AW968228 AA259146 WD1465 
AW976163 AA278945 AA747691 

AW8BB65Q AW888651 BE149946 BE149948 BE149951 BE1 49947 AW888649 AA281840 AA281822 AW8886S2 

AW856666 AA315008 AW954733 

AA330281 AA330232 AW962521 

AA330259 AA661B06 AA502431 AW974633 AAS49496 

AW763967 AA370795 AA33163D AW962550 

A1565851 AA349656 R24793 

AA884766 AW974271 AA592975 AA447312 

AA4925B8 AA492498 AA492571 

AW970622 AA5030Q9 AA502998 AA502983 AA502805 792188 

AA513906 AA847734 AI357044 

AW971125AA527731 N52655 AIB21506 AA532420 

AA527941 AIB106Q8 AI62&190 AA635266 

AW974094 AA56B074 AA602574 

AF005253 

AW295399 AW207772 AW300641 AWO70290 BE348854AW170383AA6O0968AA778832 
AW342028 AA6410B0 AA603262 
AA629368 AW840574 AW849573 
AA673463 AW81 3779 AW81 3709 
AUJ80098 AUJ37472 AA432051 

A195O087 N7G2DB R97040 N3B809 AI30B119 AW9676T7 N35320 AI2S1473 H59397 AW971573 R97278 WO1059 AW957671 AA90B598 AA251875 
A182D501 AI82Q532 W87891 785904 U71456TB2391 BE328571 T75102 R34726 AA884922BE328517AI219788AA884444 N9257BF13493 AA927794 
AI560251 AWB740B8 AL134043 AW235363 AA683346 AW008282 AA488964 AA283144 A1890387 AJ99Q344 AI741346 AJG89062 AA282915 AW1028B6 
AI872193 AJ763273 AW1 73586 AW 150 329 AI653B32 AT7626B8 AA988777 AA488892 A1356394 AW103813 AI539642 AA642789 AA856975 AW5055J2 
AI9B1530 AW629970 BE6128Q1 AW276997 AW513601 AW512843 AA044209 AW856538 AA180O09 AA337499 AWS61 101 AA2S1669 AA251874 
AJ819225 AW205862 AI683338 A1858509 AW276905 AI633006 AA972584 AA908741 AW072629 AW513996 AA293273 AA969759 N75628 H2238B 
HB4729 H60052 T92487 A1022058 AA7B041 9 AA551 005 WB0701 AW613456 A1373032 Al 564269 F00531 H83488 W371 81 W78B02 R66056 At002639 
R67840 AA3D0207 AW959581 763226 F04005 

A1422017 A1422945 A1363249 AJ4231 13 A192SS92 AW20795 A1208187 AM23279 AJ423645 AI424090 AQ59637 AUM4732 D17O03 
AW979074 AA834841 AA82865Q 
AA828995 AA834879 A1926361 
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439579 


47404.1 


440320 


491930_1 


444910 


624S51 1 


446417 


676384 1 


447197 


711623J 


44B599 


770766_1 


449034 


794817J 


450024 


62256 1 


450613 


84001 5_1 


451105 


8590B3 1 


451153 


86054 1 


451340 


B6640J1 


454202 


1050507J 


454241 


1067B07_1 


454707 


1230250J 


454891 


1239217J 


454988 


1248607J 


455091 


1252939J 


455092 


1252971J 


455095 


1252987 J 


455203 


1259973 t 


455310 


127815BJ 


455319 


1279172J! 


455385 


12B4661J 


455549 


1324696_1 


455666 


1349545 1 


455750 


135599SJ 


455838 


1374605.1 


455987 


1397735J 


457405 


333127J 


453829 


773443_1 


459267 


96fi6Q5_1 



AF05640DW79232 W73990 
AAB792S4 N67538 A1474541 
AI201849 BE0590O7 AW946544 
A1299O50BE256910 
R35075 A1366546 R36167 
AW66Q912AI540856 
AW24049 AW117770 A1B58360 
AA005129AA679084AA694399 
Ai 702055 R89204 RB626Q 
Af761324 AW880941 AWB80937 
BEO929O0 AA015B77 AA018521 
AW936273 AW340350 AAQ1720B 

AW178363 AW846011 AWB4S964AW84595B AW845977 AW846002 
BE144666 BE1 84942 AW2384U BE 184946 
AW814989 AW814852 AW814808 
AW837349 AW837355 AW682717 
AWB50140AW850195AW850192 

BE079752BE079B68 BE1489B9 AW855532 BE14881B BE148815 BE14B796 
BE15242B AWB55572 AW855607 

AVVB5559aAWB5560BBEl4B763 BE148764AW855645AWB5561S AW855596 AW855610AWB55601 AW855605 
AWB65450 AWS65119 AW865452AWB65461 AW865325 AW665114 AW8C5116 AW865321 AW885590 AW56539Q 
AWS93961 AW593998 AWB94034AW894019 

AW8953B7 AW895647 AWB9S564 AW895323 AW8954Q5 AWB9ES39 AW895538 

AW94B343AWB48341 AW902B55 AW984737 

AW994222AW994377 

BE065B13 BE06578B BE065889 BE065832 

BE075114 BE075283 BE075118 

BE145808 BE145807 BE181 883 

BE17B323BE177978 

AA50486QAA5Q4911 

AI55738BBE15893B 

AJ003631 AJ00365Q AJ003651 



TABLE 12C 

Pkey: 
Rat 

Strand; 
Nt_po9itloi 



Unique number conespontflng to an Eos pmbesel . „ _ L 

Sequence source. The 7 digit rumbas In Ihb column are Genbank Uanffifer (Gl) numbers, 'Dunham L at at* refers to the publication emitted The DMA sequence of 

human chromosome 22." Dunham Nature {1999} 402:489496. 

Indicates DMA strand from which exons were predicted. 

Indicates nucbob'de positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposfflon 


400512 


9929646 


Minus 


151513-151662 


400666 


8118496 


Plus 


17982-18115,20297-20456 


401050 


8117628 


Mhws 


78449-79425 


401137 


254723B 


Minus 


S9B4009 


401230 


992SS27 


Minus 


33B35^4006.3453&^92 1 36461^745^254909B^04-52758 


401260 


8076863 


Minus 


8800845355 


401367 


9798198 


Minus 


145356-145807 


401458 


9187888 


Plus 


76485-77597 


401486 


7341763 


PhB 


32585-32756,36281-36540^0791-40933,44016^44179 


401575 


7229804 


Minus 


76253-76364 


401747 


B789672 


Minus 


11 B59M1omil9l 19-119244,119609-11^^ 




131932.132451-132575,133580-134011 


401760 


9929699 


Plus 


63l2&83250,B5320-aS540.94719-95287 


401780 


7249190 


Minus 


2Bm20617 t 2892t29D45^135-2#9&294l1-29567^ 


4017B1 


7249190 


Minus 


83215-63435,83531-83656,03740-83901,84237-84393,84965^5037,86290^14 


401994 


415385B 


Minus 


4290443124,43 211-43336,44607-447^/4519945281,46337^^ 


402048 


8072512 


Plus 


43936-44078 


4Q229B 


6598824 


Plus 


36758-37953 


402337 


6957691 


Plus 


4116^286,16811-16973,17107-17256,19715-20040,22029-22205 


402481 


9797406 


PUis 


8789148991 


402558 


9B63723 


Plus 


13579-14026 


402639 


9958129 


Minus 


20167-22383 


402BOO 


6010175 


PUIS 


43921-44049.46181-46273 


402892 


8086844 


Minos 


194384-194645 


403274 


8072441 


Mnus 


104059-104179,105683.106859 


403471 


9330659 


Minus 


85887-85983 


403763 


7229BB8 


Minus 


43575-438B7 


403808 


8140491 


Plus 


146390-148878 


403983 


8576059 


Minus 


82441-82701 


404107 


8099028 


Minus 


201699-202383 


404132 


6981900 


Pius 


11307-12434 


404184 


4581418 


Minus 


12652-13548 


404253 


9367202 


Minus 


55675-56055 


404440 


7528051 


Plus 


0048041581 


404782 


9910094 


Minus 


15455-1S589 


404959 


7407954 


Plus 


4524*45368 


4049B1 
404996 


4432779 


Mfaus 


20626-20770,22513-22721 


6007890 


Phis 


• 37999^8145,38652-38993.39727-39872,40557^)674,42351^2450 


405041 


7547195 


Plus 


121230-121714 


4051S6 


72300B3 


Minus 


135716-135851 
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40 5277 


3980473 


Phra 


23471-23572 


405281 


6139075 


Minus 


OJin*} -iA1C4 •K-4QJ ico<9C ACA4t JcAtC //IKOCn i"7TlGe_vr7.IC7 AQKAQ-JLGfKa ACTTOTtAQOftA cAOII CHI,*'! CQCQO COCG7 CAHf C^OTQ 

34^Z-o4»i,35i:W-j533d 1 4o412-45475^ 1 l-b«tz/y 


405336 


6094635 


Plus 


33267-33563 


405464 


7655675 


Plus 


1 33807- 1MO 53 


405545 


t 054740 


Plus 


116577-116007,1 1 9091-119296,121 626-121823 










405657 


4827303 


Mnus 


104132404293 


405675 


4557087 


PftJS 


7030470630 


405708 


4156162 


Plus 


55030-55604 


405B97 


6758795 


Plus 


59826-60535 


405932 


7767812 


Mnus 


12352M23713 


405943 


6758796 


Pkis 


20605-20312 


406087 


9123919 


Minus 


7234-7626 


406092 


9123919 


Plus 


25l37<«51797,252168-2S2aB2 


405467 


9795551 


Plus 


182212-162958 


406554 


7711566 


Pkis 


106956-107121 


406560 


7711569 


Minus 


35162-35292 


406509 


8248616 


Plus 


10933-11066 



TABLE 13* 465 GENES UP-REGULATED LN CERVICAL CANCER COMPARED TO NORMAL ADULTTISSUES, UKELY TO ENCODE EXTRACELLULAR OR CELL-SURFACE 
PROTEINS 

Table 13A fete about 465 panes up-regulated In cervical cancer compered to normal adiit fesues thai era Btaty to encode extracellular orcafe-Burface proteins. These were selected 
as for Table 12A, except that the ratio was greater than or equal to 1.7, and the 96 th percenHe value amongst cervfcal cancer was greater than or equal 100 unite, and the predicted 
protein contained a structural domain that Is indicative of extracelular bcalizetion (e.g. In, fn3, egf, 7tm domains, signal sequences, trar^mernbrane dornejis). Hie predicted protein 
domains are noted. 



Pkey: Unique Eos prabesei Identifier number 

ExAccrn Exeraptar Accession number, Gent an k accessbn number 

UnigecielD: Unlgene number 

PPDomatns: Predicted Protein Domains 

Untgene THIecUntgeiie gene title 

R1: Ratio of tumor to normal adult tissues 

Ptey ExAccn UnigenelD PPDomalna 



425650 
416007 
430606 



42404S 
400269 
410345 
423017 
426227 
.447164 
414764 
416661 
427565 
406467 



416682 
419247 
446232 
424905 
422420 
427821 
436211 
444342 
422330 
447342 
407639 
410153 
414812 
421773 
413365 
413763 
432239 
418663 
407366 
433091 
408536 
420440 
437044 
405547 
439223 
426320 
423634 



NM_001944 

M13509 

W79123 

AI591147 

AF027856 

X0762O 

AJ00169S 

AW178761 

AA321649 

AF026941 

AW013S37 

AA634543 

D31152 

BE440042 

NM-004996 

865791 

AI281843 

NMJ002497 



AA470158 

AK001581 

NMJJ1439B 

D30783 

AI199268 

AA045144 

BE311926 

X72755 

W69233 

W34455 

U17760 

X61334 

AKD01100 

AF026942 

Y12642 

AW331532 

NM_002407 

AU35B64 



Hs.1925 

Hs.83169 

H&58561 

rfe.61232 

Hs.138202 

Hs.2258 

Ha241407 

Hs.227948 

Hs.2248 

Hs.17518 

Ha.72047 

HS79440 

Hs.179729 

Ks.fi3326 

Hs.69433 

H9.89764 

Hs.194891 

rfe.153704 

Hs.1524 

Hs£3202 

H&33482B 

Hs.10887 

Hs.115263 

Hs-19322 

Hs.161566 

Hs.15830 

Hs.77367 

Hs-1t2457 

H3.B4D 

Hs.75617 

H*2936 

Ha.41690 

Hs.3185 
Hs.135188 
Hs.97644 
Hs.69517 



409744 



AW238299 Hs. 25061 8 
W47595 Hs.1 69300 
AW959908 Hs.1690 
WM_00324S H.5J2022 
AW675258 Hs.56265 



TNlcadh ecto , CadJi Enn_C_term 

SS)iemQpexin l Pep!!da5eJ(110 

TM.71mJ 

TM 

SSJM ( 8erpm 

hemopex^jPepHdase^MIO 

SSJMserpIn 

BS,6erprn 

SS.TM.ILB 

TM.tBR 

TM 

TM 

SS,Clq, Collagen 
TM.emand 

SS,PepWe3e_M1 0,hemopexki 

THAB Cjnemb ran e.ABC_trs n 

TM.KH^cmdn 

TM JtmJKE>05omaU.1 3 

TMLpNirasa 

TM.tubutSi.TNF 

TM,7tmJ 

Aramonjunutra ns p 

Lamp 

SSJM.EGF 
SS.IrpocaEn 

TMjcadierln.CBdhen^Cjenii 

GlyccsJtenst* 

SS.TM.IL8 

SS. 

TM.ID0 

SS,lam!riin_^^nflrU^^sdruhort 

SS.Pepfda5eJ410.hBmopextn 

TO/sadhenn 

TM.I8R 

SS P TM,UPARJLY6 

SS JM£ 1-E2JVTPase > CatlocLATPaseua N 

SRCRUferoslobln 

TM 

SS.TM,ABCLnTembrane^QJran,tg 
SS 

SS,Wa : -tjeta.TGRuwpep«tfe 
TM 

TM ? Tran3glin^Jr^C;Traa£g)ubri\irtJ^Jrar^iJLcMra 
TMjreWlhlo.Ketch 
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Uhfoena Title 

desmogleln 3 {pemphigus vulgaris antigen) 
matrix msNtoprotelnase 1 (Interstitial 
G proleift-coupted receptor 87 
ESTs 

sertrts [or cysteine) proteinase inhibitor 
matnx raetfiitoprotefnase 10(5tromerysin 
serine proteinase Inhibitor 13FJ13; se 
serine {or cysteine) proteinase inrilbtor 
small Inducible cytokine stibtamly B [Cys 
Homo sapiens djj5 mRNA, partial sequence 
ESTs 

IGHImRNMilnding protein 3 

collagen, type X, alpha 1 (Schmtd metapfiy 

Target Exon 

matrix metaltaprotelnase 3 (stromery sfnl 

ATP-bfodlng cassette, stib-fentVIy C (CFTR/ 

fragile X mental retardation 1 

reOnrrlc add induced 3 

NIMA (never tn mltosfe gene a><etated H 

tumor necWra factor (IJgand) superraml 

ESTs 

hypotlieflcal proteh FU10719; K1AA1794 p 
similar to [yaoaCfne-assocTated membrane g 



Homo sapiens, Slmlter to WKENcONA 20103 
ESTs 

hypotheScsf protein FLJ 12691 
monokine induced by gamma interferon 
ESTs 

frrfofeemlnB-pyrrole 2,3 dtoxygenase 
temhib. bete 3 (rfceln (125kD), kaSnin 
matrix rnstaDoprotelnase 13 (coUegenase 
desmocolfin3 

gb:Homo sapiens dg33 mRNA, parfial seque 
hjimpbocyte antigen 6 complex, locus D 
ESTs 

mammagfabfri 2 

cDtttliwdaTeientlalry expressed 0016 ge 
NM_WSB33*;Homo sapiens transporter 2, AT 
UL16bmdbigpn5tejn2 
bartstbarihg growth factor, beta 2 
heparbMftrfng growth factor binding pro 
transglutaminase 3 (E potypepUde, protet 
Homo sapiens mRNA; cDNA DKFZp586P2321 ( 



R1 

43.6 
33.9 

2&a 

27J0 
245 
20.5 
20,1 
192 
15.9 
133 
124 
12.7 
12.6 
10.5 
102 
-9.4 
9.1 
8.9 

as 

8.7 
&9 
619 
8.8 
6.8 

aa 

6.6 
6.5 

a4 

6.2 
6.9 
&8 
5.5 
5£ 
5JS 
5.4 
5A 
5.2 

ai 

5.1 
5.1 
5.1 
5.0 
5.0 
• 4.9 
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444461 R53734 He.2597B TM 

410361 BE391B04 Hs.62661 SS,TM,GflP 

423673 BE003D54 Hs.1G95 SS.TM.PcpTidase.MtO.twmopexin 

450375 AA009647 Hs^SSO TM,dlshxtegrin,PepLW12B_propep i RepfO]yBin 

401575 NA TM 

426484 AF104032 Hs.l646Q1 TM 

425071 NMJ313989 Hs.154424 SSJrWJetodlnaee 

431608 M307O3 Hs. 270533 SS.TM.EGF 

434699 AA643687 H&.1 49425 7M,Nucteoakfe_tre2 

4066B7 M31126 Hsl272620 SS,Peptidasejytt<*hemopexirt 

404440 TM.MAGE 

44922B AJ403107 Hs.148590 TM.PAfVAH.p450 

444105 AW189097 Hs.166597 TM.cadiierin 

409632 W74001 Hs.fi5Z79 SS^erpin 

423515 AA327017 Hs.162204 SS.TM.UPARJ.Y6 

423736 AB0Q2134 Rs.132195 SS.TM.bypsin^A 

423553 AA405635 Hs,96854 TM 



445537 


AJ245671 


Hs.12644 


TM,ras 


4469B9 


AH0O189B 


Hs.16740 


TM 


428536 


AI143139 




TM.sRisnd.Syndecan 


413801 


M62246 


Hs^5406 


TM 


429441 


AJ224172 


Hs.204096 


1 N.._ _|_v|_ 

Uteroglobin 


409601 


AF237621 


H&.B0828 


TM l filamBnriKament,C2 


439238 


N47305 


Ha.46668 


TM 


446292 


AF081497 


H&279682 


Arnmonlumjransp 


405545 






SSJM t prateasome ( lgABC„memb l tranABCJtran, 


42293 B 


NH 001809 Hs.1594 


TM,thWase 


423217 


NMJJ0M94 Hg.1640 


SS,TM.fh3 T vwa,CoRa9en,Kunttt.BPTl 


430686 


NMJ101942 Hs.2833 


SS,TM ( cadherin,CadhBrfru.Cjterm 


444707 


AI188613 


Hs.41690 


TM.cadherln 


409582 


R27430 


Ks^71565 


TM 


40B771 


AW732573 


Hs-47504 


TM^KJetraJoOans 


400441 


M15530 


HS.99B79 


TM,Galpha 


413278 


8E583085 


Hs.633 


TM.ublquKlnlanibi^^'iiin.EGF.liazel 


426514 


BE616633 


Hs,170195 


SSj<3R»_prppepSde,TGF-be1a 


424927 


AW973666 


Hs.153850 


SS 


40B5&1 


AF015224 


Hs.46452 


SSJM,Uferogtobki 


407756 


AA1 16021 


Hs.38260 


SS.JCH-1.UCH-2 


407137 


T97307 




TM.GDA1_CD39 


411274 


NM_002776 Hs.69423 


trypsin 


400666 






SS^iemope)dn.Pep&lase_M10 


412471 


M63193 


Hs.73946 


SS F TM,GJyc<»_UensL3 1 Canri^cyi{ran sf 


450650 


T65617 


Ha.101257 


TM 


451778 


A1626131 


H&J1243 




430997 


AI924533 


Ks.105607 


SS.TM 


449722 


BE260074 


Hs.23960 


TMjqplin 


422487 


AJ010901 


Hs.198267 


TM.vwd 
SS,TMp71m_1 


449101 


AA205847 


Hg.23016 


418094 


AA296520 


Hs*9646 


SSJM.IecBtLAStishiEGF 


421379 


Y15221 


tfc.103962 


SSJM.ILB 


41477-4 


X02419 


Hb.77274 


SSitangl^trypsii 


431958 


XG3629 


Hs.2877 


SS,TM,Cadherin_CJefm > cadherki 


418462 


BE001596 


Hs.85266 


SS,TM,folegrin_3>fo3 


4246 67 


J05070 


Hs.151738 


ftp Rnnti rlmiii 1 J-l f\ #_' r l 1 .1^. 

Sa l PepflCJ3S^M1Q l Tn2 t nernopaxjrt 


401406 


HA 




SS.lM.hypsln 


40B113 


T82427 


H8.194101 


TMJtmJ3RboscrnaU-13 


427358 


AWQ20782 


H8.79B81 


TM,7traLl 


452934 


AA581322 


Hs.4213 


6S.TM.ig 


448983 


Y09763 


KsJ27B5 


SS.TM 


439750 


AL359053 


H&57664 


TM,Vi tegrin_p,Ri ci r>_0_jectinrrm 


414696 


AF002020 


Hs.76918 


S8,TM,Patehed 


435604 


AA625279 


H5.26B92 


TM 


453053 


A163B516 


H3.22G30 


TM,£ta,SAM_PNT 


448733 


MMJDQ5629 Ha.187958 




444946 


AW139205 


Hs.1 56457 




437938 


AJ950097 




TM.Ktetoraug.MHCJ 


424441 


X1485D 


Hs.147097 


TM.hfetone 


427061 


AB032971 


Hs.173392 


TM 


409703 


KMJDQ6187 Ks£6009 


SS 


447313 


U92981 


rfe.16081 


TGF-fceta 


431070 


AW406164 


Hs.249184 


ABQJran 


4462G9 


AW263155 


Hs.14599 


TM 


421190 


U95031 


Hs.102482 


TM.vwd 


452732 


BE300078 


H3.80449 


TM 


443859 


NMJH3409 Hs.9914 


SS.kazai 
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gbsw35f03.r1 Na.CGAP^BrS Homo sapiera c 

putatfve secreted fgend Bomdogairs to f] 

hypc<hetlcaJ protein MGC2991 

serna domain, Imrrranogtebulln domaJn (Ig), 

ESTs 

ESTs. 

pyrimkflnerglc receptor P2Y, G-proteln co 

bonemorphoflonetfcproteVi 1 

squamous cell carcinoma anfigen recognize 

KIAA0450 gene product 

olfactory receptor, family 2. eobfarrriry I 

mtcroflbiQlar-assoc'iated protein 2 

Mkrefn12 

ESTs 

tumor necrosis factor (figand) supertaml 
ESTs 

cartilage mtennedlata layer proteJn, rttic 

Homo sapiens mRNA; cDNA DKFZp56 401016 (fr 

ESTs 

RAD1 (& porrrbe) homolog 
Homosaptens, Similar lo R1KBJ cDNA 11100 
gb;MRO-rlT0065^)8119^002-t06 HT0Q66 Homo 
cadherin. EGF LAG seven-pass Gtype icoep 
gap Junction protein, beta 6 (connexQi 31 
tumor necrosis factor {Igs/id) superfamll 
gb:r^-N™63.10D50(MJ22-€08 NM00G3 Homo 
survival of motor neuron 1. totomofc 
homrfog of yeast long chain pdyunsahirat 
DKFZP564H922 protein 
rfnertron regulated transporter-like 



TMJamlnln^G.lamlnm^GF.kazeliiboqBibn 

TM4aintegriii,Rep(dysrn l PBpJ412BjropDp,r^ 

SS,1L8 
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hypothetical protein from EUROIMAGE 17533 
mtodianoMal rlbosomaJ protein L1 7 
ESTs, Highly simitar to unnamed protein p 
coQagen, type III, alpha 1 (Ehlere-Danlo 
ESTs 

Homo sapiens, clone fttA£E3544662, mRNA. 
ESTs 

emaH Inducible cytokine subfamily B (Cys 



2.2 
Z2 
22 
2.2 
21 
VI 
22 
22 
2.2 
2.2 
2.2 
Z2 
22 
2.2 
22 
Z1 
21 
21 
21 
21 
21 
21 
21 
21 
21 
2.1 
21 
2.1 
21 
2.1 
21 
21 
21 
21 
21 
21 
2.1 
2.1 
21 
2.1 
2.1 
2.1 
21 
21 
21 
20 
20 
20 
20 
20 
20 
20 
2.0 
2.0 

-20 
20 
20 
20 
20 
20 
20 
2.0 
20 
20 
20 
20 
20 
20 
20 
20 
20 
20 
20 
20 
20 
20 
1.9 
1.9 
1.9 
1.9 
19 
1.9 
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432169 Y00971 Hs.2910 TM.PribosyHren phosphoribcsyi pyrophosphate Bynttiotaao 2 1.9 

44H2B AA5702S6 Hs.54628 TNUas EST&,Wea)0ysimlartoT23273Ttypothetie 19 

447160 AA330310 Hs.24181 TM ESTs 1.9 

419138 U4850B Hs.89631 TM,RYDRJTPR.RyRSPR\r ryaKtfne receptor 1 (skeletal) 1.9 

457817 AA24775t Hs.79572 TM.b™psjdn,PeplidaseLM10 cathepsln D {rysosomal aspartyl protease) 1.9 

431009 BEU9762 Hs.48956 SS.THconnexsi gap Junction protein, beta 6 (connexm 30 1.9 

428957 NrA.003881 Hs.194679 SSjM,wic,IGFBP.Isp_1 WNT1 inducible signaling pathway protein 1.9 

418546 AA224827 TM,wv3,F<^P,intsgrinJi gb:nc32g04^1 NCI_CGAP_Pr2 Homo sapiens c 1.9 

400749 SS,TM,kJUBcepLftni3 1 lJ_recepU) NNUX»3105^Homosapiiroswtilin^eted 1.9 

408369 R38438 Hs.182575 F-proleln Bfjluteca™feinily1fi(H777UBrtsportQ 1.9 

422765 AW409701 Hs.1578 TM.8JR bacutcwat IAP repeaVcorrtatnbg 5 (surv 1.9 

417409 BE272506 Hs.82109 TM,Byndecan syndecant 1.9 

407720 AB037776 Ks.38002 TM.calponkCH KIAA1355 protein - 1.9 

418830 BES13731 Hs.88959 TM.CTP-DH.PJransf.MCM liypoftiatlca] protein MGC4B16 1.9 

4347B9 AA64B884 Hs.1 34278 TM,CDP-OH_PJraisfMCM Homo sapiens cDttA FU 12676 fis, clone NT2 1.9 

421593 NWL01743G Hs.105956 SS.TM gtobotriaosylcefatTiklB/C077syfilhasB; Gb3/ 1.9 

426064 BE387014 Hs.166146 TMLWH1 Homer, neuronal immediate early gene. 3 1.9 

404604 NA TM Target Exon 1.9 

422753 AJ92B995 Hs.1575 SSJM.Sm smaH nuclear ifcoaucteoproteln 03 polype 1.9 

422739 R20106 Hs.1 19591 SS,Gat_adaplor_j3 adaptor-related protein complex 2, slgma 1.9 

433066 NM_0Q6456 Hsl285215 5S.Pribosyltran slalyltransferasa 1.9 

419594 AA013051 Hs.91417 TM bpofacmerase [DNA) II binding protein 1.9 

428188 M98447 Hs.22 TM,TranEg1irtamln_aTransglutammJl,TraiisgluU»re Iransglutamlrtase t (K polypeptide eplderm 1.9 

428343 AL043Q21 Hs.12705 TM,Rhombdd,HMGJ»tfTR ESTs 19 

429592 AB029041 Hs_209646 Troponin KJAA1118 protein 1.9 

431620 AA126109 Hs.294961 C2.F^.RasGAP 1 KTPjransf_Z Z^Bgo adenylate synthetase 2 {69-71 19 

424870 W61215 Ha.llfiBSI ig epUherjelV4l»Brifigen 1 1.9 

428373 M751GS6 Hs.183986 SSJM,lg pdkwhiis Teceptor^elaterl 2 (herpssvlru 19 

453449 W16752 Hs.32981 SS^Sama sema domain. Immunoglobufn domain (lg). 1.9 

432304 AA932186 Hs.69297 TM,7lm_1 ESTs 19 

432673 ABD28B59 Hs.2786Q5 TM.OnaJ.OnaJ^CDnaJ DnaJ {Hsjylfl) hemctog, subfamily fi, member IB 

416207 NMJM4745 Hs.336433 SS.TM^HlHHC Homo sapiens, done MGC2906, mRNA, compl 1.9 

408988 AL119B44 Hs,49476 TM 1 PtexIruepeai i Bema,tspJ Homo sapiens clona TUA8 OnliH*iat regta 1.9 

417426 NMJJ02291 H&*2124 S8 f 1anilnlrL^GF > larn1nIn_Ntenn lamrfn, bete 1 19 

4438B3 AA114212 Hs.9930 SS,TM,serpin,Msrel^A serine (or cysteine) prcitelriasa inhibitor 1,9 

433328 AW298159 Hs.23644 SS.TM ESTs, WeaMy similar to S65B24 reverse lr 19 

419991 AA897561 Hs,12B773 TM,SfcLSno ESTs 18 

420931 AF044197 Hs.1 00431 SS,TWJU9 small indudbte cytokine B subfamily {Cys 1.8 

415023 AA932146 Hs.133494 TM,Rb08omaLSl7R&osomBLL13 Homo sapiens done TCCCIAQQ164 mRNA seque 18 

413644 BE154910 Hs.27B793 TM,GlycoJiydroJ ESTs, Weekly similar to Z195_HUMAN ZINC F 1.8 

449967 AW079749 Hs.1B47l9 TM^BC^tranABCLrnembraria5oTL_trans ESTs, WeaWy similar to ALUIJUMAN ALU SU 1.8 

421340 F07783 Hs.1369 SS^swW decay acceterafing factor fir complement 18 

417866 AW067903 Hsv82772 SS,TM,CoBagen,COlFl I TSPN colagen, type Xt. alpha 1 1.8 

430259 BE550182 H3.127826 TM J firansmennbrane4RasGEF^A RalGEF4ko protein 3, mouse homotog 1.8 

43299B AAB35948 Ks.1S33D7 TM>SOF ESTs IB 

431671 NM.016937 Hs.267289 TM.NA r*lyTTJerase(DWAd&wtetif. alpha 18 

411773 KMJW6799 Hs.72026 trypsin protease, sarins, 21 (tosfety 18 

425247 NMJWS940 Hs.155324 SS,TM l Peplld3seJfl10 l h8raopBxin rr^ metallo proteinase 11 (stroTneiysh 1.8 

422976 AU076657 Hs.1800 TW.cpneDLTCPlSanra chaperonln containing TCPl.subunH 5 (ap 18 

425159 NM.004341 Hs.154868 SS.TH^Tas^OTCace.CPSaseJo^^Dirryd^oro carbamtFyl-pliosphate syntheiase % asparta IB 

447776 A1S25625 Ha.130181 RWn_0Jec1ia UDPJ4-ace^a^ha-DflalBc^amlrie:porypa 1.B 

426906 AW815183 Hs.1 72851 SS,TM,tlisloiuiV.^i»0Ual8drLSlwrt arglnase, typell 18 

408116 AA251393 Hs. 289 052 TM^la_Ca_^Cam^cyltransf Homo sapiens. SlmOar to R5KEK cDNA 54304 18 

417847 AI52l55a Ks.7331 Uteroglobin hypothetical protein FU2231 6 U 

415701 H0B368 Hs.7B853 SS.Tftfl.UNG wacrVD^tfycosylaw -1.8 

407909 A1257S41 Hs.154029 miiblquWnJarrMuG^nlnJEGF^a^ bHLH factor Hes4 1.8 

422511 AU076442 Hs.117038 TM,p450 colagen, type XWi r afeha1 18 

414117 W88559 Hs.1787 TM.lorUrans.KJetra proteo^jkJ protein 1 (Paliz8aus4ter2bach 1-8 

426841 AI052358 Hs.193726 TrAasp ESTs 1.6 

41S272 AA164215 Hs.203188 TMJPftrrt*nase.kB56 ESTs 1.8 

426440 BE382756 Hs.169902 TM^iigarJr^icmXJiead soiiite ranief famfly 2 (facJRated gtuc 1J 

419488 AA316241 Ks.90691 FGF ni^kMpbosiTibVmirieopiasrrJn 3 1^ 

418452 BE379749 Hs.B5201 SS.TWjedlnj: Otype (calcJura dependent, carbohydrates IB 

431363 M86528 Hs.26G902 SS^NGF naurotrophm 5 (rwisotopfrn 4/6) 1.8 

440975 AW489914 Hs.7579 SSwTM hypolhefcal protein FU10402 la 

438962 BE046594 TGF-oeta,bZiP gb±r>41c1Ui MCLCGAPJIDF2 Homo sapiens 18 

414602 AW630088 Hs.76550 SS Homa sapiens mRNA; cONA DKFZp564Bl 264 (fr 18 

418054 NrO02318 Hs.83354 TI^Kparr.LysyLPxWase VsyloxWase4lke2 16 

440501 AAB87391 H&202229 TM.GolactosyLT ESTs 18 

449309 AW589823 H*224189 TM ESTs 18 

421461 AW291023 Hs.97255 TM,LysyLpxld3se,SCP2 1 Bajid_7 ESTs» WaaWy s&nlar to A46010 X-finked r 1.8 

412SB4 X54B70 Hs.74085 Tl^leclhjj DNA segment on diromosome 1 2 (unique) 24B U 

441565 AW953575 H&J03125 TM p53Jnduced protein PIGPC1 IB 

431837 T79326 Hs^265E3 TM.7mi^NF^receptor^ushl ofectory receptor, tam^y 2, euhfamily 1 18 

436251 BE515065 Ho2S6585 S^YjlhosphalesaTIG nucleolar protein [KKE/D repeal 18 

448B33 AA311426 >fe.21635 TM£GF.Iain1rUnJG 1 fajrlno^n„C,F5J r 8^^ tubulin, gamma 1 1.8 

424291 AU20051 Hs.144700 TMEphrin,HlsljJeacatyl ephrn^l 18 

415386 AF016061 Hs.78409 SSJM,TSPM,Oollagen collagen, type XVIH, alpha 1 • 18 

435555 AI22445B Ha>W34 TM.LRR.LRRCT Ksaptens polyA s te DNA 18 

448568 AA149121 Hs.71947 TM.LRRCT ESTi 18 

439246 AI498072 Hs.77783 SS,TMl«J,PlAT.PKO,WSC;LFRCT r GPSPMP22-aa rr^rane^awoctated ryrcsbe- and Ihreonl 18 

410001 ABD41036 Hs.57771 SS^trypsin kattknsmH 16 

417312 AW888411 Hs^1915 SS,Stathmln leutemta-asscciated phoapiiofprDteui p^8 {s • 18 

222 



WO 03/042661 



PCT/US02/36810 



444152 AJ125694 Hs.149305 TM 

453454 AWO52006 H&S551 TM 

449320 A8030S35 Hs.23476 SS,adenylaifiMiia3e 

428329 AA426091 Hs.98453 T&lGaMjfodJecfin 

452375 BE275760 Hs.3092fl TM.ApoHpoportelnlg 

444031 BE271S13 HsJ25303 TM,PeptjdB8e_Ml0.1ieinope)cin 

443534 AI076123 TM 

413313 NKLO02047 Hs.752ao TM,WHEP-TRS,7lnL2 

452B74 AK001061 Hs.30925 SS 

453140 AA032238 Hs.170531 TM 

418641 BE243136 Hs.85947 SS^TM.dlsfntegrln.PfepJrt^B^ropep.RfifjmVsln 

432925 AW*324 Ks.192734 SS 

453B57 AIDBQ235 Hs.35B61 TM 

457663 AW371946 Hs.337459 TM 

452873 AK001247 Hs.30922 TM 

436396 AJ6B3467 Hs.152213 SS.wnt 

452635 AKQ01269 Hs.30738 TM 

459647 R34107 H6.19B2&7 

418245 AA083767 Ha.B38B3 TM^PEPCK 

446484 BE61 3340 Hs.334725 TM 

431369 BE1B4455 H&251754 SS,wap 

434877 AWB74792 Hs.292l7t TM 

428923 BE047698 Hs.1 88785 TM 

402915 MA TM.HC03_t»ton£p 

420185 ALO4405S Hs.158047 TM 

445739 AW136354 Hs.145303 TM 

403435 A1B10721 Hs,9S424 TM ( p450 

40866B AJ634522 Hs.152925 TM 

420085 AI741S09 Hs.44680 7M 

433933 AI754389 Ks.133494 TM.RboscmaLS17RlboBom0U.13 

430965 AA489732 hte.1 54916 hofmora.jBC.ProfljwBptor.zt^M 

4147C3 BE243877 Hs.76941 SS.TM,NqjC-ATP8seE2F_TDP 

423484 NMJH6240 Hs/128856 TM,Magen 

416737 AF154335 Ha.79691 SS.TM.UM.PDZajgarJr.PDZ.UM 

409912 AL117435 Hs49725 TM.RhnGEFj*DHHCadh_5horl 

423804 AW403448 Hs.1705 TM.IRF 

410418 D31352 Hs.$3325 SSJM.IrypsSn^LfecepLa 

440028 AW473675 Hs.125843 TM 

457646 AA725650 Hs.112948 TM.SPRY 

445439 BE243084 Hs.12719 SS.TGF-bela 

420426 AA262D45 Ha.365S7 TM£alactosyLTJ!ATP^ynLC 

431341 AA307211 H&351531 TW.proteasome 

412338 AA151527 Ms.69485 TM.SBfi^xiiuepeamG^lex&u«peal 

414799 AT752416 Hs.77325 88,thyroQlobu[hLlJGFBP 

45270D AJB59390 Ns.288940 TM P DIX,RGS l 6ilored 

430877 MMJJ05269 Hs56S3 GST_C 1 tRNA-BynLl»WHEWTRS l TGF-b6la 

428624 AI125222 Bs.96712 Ul.thiQreiY^phcs^atase^^M.lg.fTi^P.cioma'j! 

444065 AW449415 Hs.1026O TM.IonJrans 

418319 A1815601 Hs.79197 SS.TMjg 

429367 AB 007667 HsJZ793l1 Sfirna^ejftXjepeaVTIG 

430425 AA531423 Hs.241412 TM 

441668 AK11973 Hs. 127525 TM^nwnliirnJransp 

418469 U34879 Hs.85279 SS ( TM.8dh_^itrt 

450835 BE262773 Hs.25584 TMAtGap 

418859 AA22SS58 TM 

425304 AA463844 Hs.31339 TM.lg.ETAM 

423636 X8S019 Hs.130181 TURJdruBJecSn 

414620 AA371931 113.77422 TNtfenJ^.UM.Synaptophysrn 

440654 AW014242 Hs.159996 TM,ccfirtex!n 

412276 BE2J62621 Hs.73798 SS,MIF 

422087 X58968 H$-111301 SS.Peph'daseJ^OmhenwpwJn 

407151 H26836 Hs.301527 SS.TNF 

410726 A1623859 Hs.15936 TM.PX 

452012 AA3077D3 Hs.279766 TM.ttieski 

433627 AF076B66 Hs.284296 TM,SIJRF4^URF1,DEADlipocaIlrt 

409220 8E243323 H&31233 7HdesthJNFRc6 

427082 AB037659 Hs.173484 TM,mflo_CDrr 

426410 BE238446 rfe.305890 TM ( BcRBK4 

433598 Af762836 Hs. 27 1433 TM,Qytfdylyitrsii5f l S1R27tn^ 

436495 BE258948 Hb2SQ874 TMAmadilo_peQ 

422032 AA47B9B6 Hs.110657 TMjniS^^POl^l5KDfisrp{n ( hofTTwne_j«c^M 
429736 AF1 25304 H6-212660 6S,TMFR_p6 

427600 AW630918 H3.179774 TM,Tran^larfiv_C.TraiafllutamlnJ4.Tfans^ 

4319B1 AA664069 Hs.115779 ianirin3M™in_EGF 

407736 N41744 Hs.19978 TU t 8tirratese 

420187 AK001714 Hs.95744 TM 

424620 AA1Q1043 Hs.1&1254 SS,TM,1xypsin 

430488 019589 Hs. 13453 TM 

423393 R37772 H&.21420 TM.UuoredpkJna6e 

444051 mm Hs.10247 SSJB 



hypottietfral protein MGC2603 1.8 

PRP4/STWWD spfldng fee tor 1.8 

Cpl-interoctirig zinc fmgar proten IB 

ESTs, Moderately sanrfcr to R27328 2 (H^s 1.8 

DMA segment on chromosome 19 (unique) 117 1.8 

hypoUie&al protein FU13154 1.8 

gfcoy92e04jc1 SoaresJetaJ _Hvor_spleenJ 1.8 

glycyURIMsynlhetasa 1.8 

hypdhettaa!prctoinFU10199 1.8 

ESTs 18 

adjsMegriftandmslBlloproternasedomai 18 

ESTs 18 

DKFZP5B6E1621 protein * ifl 

ESTs 18 

hypothetical protein FLM03S5 16 

wingless-type MMTV totsgre&in site f amB 18 

hypothetical protein FU10407 17. 

pregnancy specie beta-1-fjfycopratetn 11 17 

transmembrane, prostate androgen Induced 17 

Homo sapiens, SJmilar to RIKENcDKA 94300 17 

secretory leukocyte protease inhibitor (a 17 

ESTs 1.7 

ESTs 17 

ENSPOGQD02025B7^8k:antaate transporter- 17 

ESTs 17 

ESTs 17 

ESTs 17 

WAA1268 protein 17 

hypothetical protein FU2Q979 17 

Homo sapiens clone TCOOA001 54 mRN A seque 17 

ESTs 1.7 

ATPase, Na? tran sporting, beta 3 polype pt 1 .7 

C5R1 protein 17 

UM domain protein 17 

DKFZP434l216proieln 17 

Interreron-sOmulafed transcription facto 17 

transmembrane protease, serine 4 17 

ESTs, Weakly similar to T17227 hypothetic 17 

ESTs ~ 1.7 

regulator of nonsense transcripts 1 17 

Homo sapiens cDNA FU14227 f s, clone NT2 1 .7 

protessome (prosome, maoropain) subonil 17 

hypc«eb-ca1protefnFU12438 17 

UtauKn-fike growth factor bfrirJEng protel 1.7 

five-span transsnernbrane protein M83 1.7 

glema-assecisted oncogene homolog (zinc 17 

hypothaticaJ protein DKFZp434H0311 1.7 

Komo sapiens cDNA FU 11341 fe. done PLA 17 

CD 83 antfgen {activated B lymphocytes, \m 1.7 

ptow!nB1 1.7 

epolpoproteln L, 2 17 

ESTs 17 

hyfcoxyateraid (17-belo) dehydrogenase 1 17 

hypothetical protein FU1Q767 17 
gtwro16ai0,s1 NCLCGAPLPrl Homosaplens c - 17 

fibrctiastgrowithfacferll 17 

UDP^I^^^Iia-D^eleotosainliwparype 17 

protect protel 2 (calonu; epfthetlum 17 

macrophage migration inhibitory factor (g 17 

matrix rastalfoproleiQiase 2 (oeiatinase A, 17 

EBTs, Moderately similar to unknown plea 1.7 

ESTs 17 

tanssTn family member 4 A 17 

Homo sapiens cDNA: FU22993 fls, dona KA, 17 

tumor necroGte fader rweptor sop^TtJ 17 

hypothetical protein FIJI 0337 1.7 

aCUJfcal 17 

ESTs, Moderately skniar to AUI2JHJMAN AL 1.7 

ESTs, WeaWy slmlar to AUU8UHUMAH ALU GU 17 

polymerase (RNA) III (DNA directeol polyp 17 

tumor necrosis factor receptor euperfaml 17 

proteasome (prosomo, macrcpajn) acSvator 1.7 

ESTs 17 

CCV30 protein 1.7 

hypottieficaJ protein similar to antyrin r 17 

tefflkreln 7 (chymotrypOc. stratum come 1.7 

hypothBScai protajn FU147S3 - 1.7 

p21^divated protein Wnase 6 1 .7 
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TABLE 13B 

Pksy; Unique Eos probaset identifier rumbar 
CAT number. Gene duster number 
Accession: Genbank accession numbers 

Pksy CAT Number Accessions 

AA053B438E162213 
AA224827 T5970B T69843 BE156903 
AA229553 AA345492 AA229582 
AW516565 AA229762 AA23G035 

A19500B7 N7Q2D3 R97040 N36B09 A130S1 19 AW967677 N35320 AI251473 H99397 AW971573 R97278 W01059 AW967671 AA9Q859B AA2S1875 
A18205D1 AI82Q532 W87891 TB5S04 U7145B 782391 BE328571 T75102 R34725 AA884922 BE328517 AI2197BB AA8B4444 N92578 F13493 
AA927794 AI5602S1 AW87406B AL134043 AW235363 AA6S3345 AW008282 AA48B964 AA283144 A1890387 A195Q344 AI741346 A16B9D62 
AA262915 AW1 02898 A1872193 AT763273 AW173686 AW16Q329 AI653832 A17626B8 AA9BB777 AA486892 AI356384 AW103B13 A1539642 
AA642789 AA856975 AW505512 AH61530 AW629970 BE612861 AW276997 AW513601 AW5 12843 AA04420S AW856536 M180009 AA337499 
AW9B1101 AA251669 AA2S1874 AIB19225 AW206862 A168333B AJ85B509AW276905 A1633Q06 AA972584 AAS08741 AW072B29 AW513996 
AA293273AA369759 U75628 N2238B H84729 K8C052 T92467 A102205B M7B041B AA551 005 W807Q1 AW613456AI373032 AI5&4269 F00531 
HB34BB W37181 W73802R66056At002fi39 R6784OAA30O207 AW959581 T63226 F04005 
BE046594 BE046667 AA828585 AI2D7343 
A1076123 AJ244834 AI695239 
R36075AI3&6546R36167 

BE14098B BE140961 BE140967 BE14100B BE1409B5BE1 40970 BE141669 BE141653 BE141664 BE141655BE141661 BE141660 BE140969 
BEH1B73 BE141690 BE 141 674 BE 14 1650 BE14168B AW1782A1 BE140994BE141666BE1 40938 BE141008BE140988 BE141011 BE140975 
BE141667 BE141675 BE141B57 BE1416B1 BE141656 BE141672 BE1416B0 AW178237 BE141012 BE140990 BE141658 BE141648 BE141013 
BE141668 BE140973 BE141004 8E14Q963 BE140984 BE141 009 AW17B232 BE141007 BE141649 AW17B293 BE140993 AW17B233 BE141646 
BE141005 B6141691 BE1 41000 BE141652 BE1 40965 BE141562 BE1 40969 BE140962 BE141001 BE14Q978 AW17B229 AW170239 BE141H71 
AW178230 BE141547 AW17B235 BE141663 BE141549 BE140996 BE141003 AW178236 BE141002 BE141556 
AW897B51AW8978S2 
AA579425 AA579438 AA573736 



TABLE 13C 

Ptey; Unique number corresponding to an Eos probeset 

Rat Sequence source. The 7 digit numbers In this column are Genbank IdenMer (Gl) numbers. Dunham I. et aL" refers to the publication entitled The DNA 

sequence of human chromosome 22." Dunham 1. el al., Nature (1999) 402:469495. 
Strand: Indicates DNA strand from which exons were preflcted. 
NLpcsiCon: Indcatss nucleotide posibnns of predicted exons. 



Pkay 


Rat 


Strand 


NtjDOSfttOJl 


400666 


8116496 


Plus 


17982-18115,20297-20455 


400749 


7331445 


Minus 


9162-9293 


401103 


8568122 


Minus 


9833048449 


401486 


7341763 


Plus 


32585^2755,36281-36540,40791-40933,440184^179 
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TABLE 14A: 209 GENES UP-REGULATED IK CERVICAL CANCER COMPARED TO NORMAL ADULT TISSUES THAT ARE LIKELY TO ENCODE EITHER ENZYMES OR 
PROTONS AMENABLE TO MODULATION BY SMALL MOLECULES 

Table 14A fela about 209 genes up-regulafed In rarvfcet cancer compared b normal aduft tissues thai are likely to encode either enzymes or proteins amenable to modulation by 
small molecules. These were selected aa fur Tabte12A, except thaUrwraflow^ 

or equal 40 units, and toe predicted protein contained a structure! domain thai Is fndlcalto of enzymatic function orof befog modutatabte by smell molecules {e.g. pMn&se, pepBdase, 
phosphatase. ATPaae, ortonjransporter domains). The predated protein domains are noted. 

Ptey: Unique Eos probessl IdenBfier number 

ExAccn: Exemplar Accession number. Genbank accession number 

UmganelD: Unlove number 

PPDomams: Predicted Protein Domalra 

UnlgenBTTbec Untgene gene title 

R1: Ratio of tumor to norma! adult tissues 
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416209 AA23B77B Ha.7907B TM.HORMA MAD2<nUtofc arrest deflclent, yea 15^ 

40499B NWL001333 Hs.87417 Peptktase_Cl CTSL2Catheps}nL2 13.1 
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hypotretk^proletnOKFZp564D0462 22 

CDC20(cendMsJoncycte20 ( S.c 21 
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424490 


AJ278016 


Hs.55565 


TMjikJnasa.sfft 


ankyrin repeat domarr 3 


21 


412834 


R77123 


Hs.79B81 


TM,7im_1 


Homo sapiens cDNA: FJJ23006 fis, cl 


2.1 


41 OB 55 


XH7795 


Hs.68718 


SNF2^neIteasejC 


RAD 54 (Sxefevisiae)-!k8 


2.1 


41E804 


AA809G32 




HAT Pase„c,HSP90,PHO,2f-G2H2 


gb:nzT7MRs1 NCLCGAP,GCB1 Homo sa 


2.1 


447674 


BE270640 


Rs.19192 


TM,pkinaseras,arf 


cycl in-dependent kinase 2 


2.1 


450563 


H43540 


Hs. 25292 


SSJM ( RNasB_H!i 


ribanuelasee Hi, large subunU 


2,1 


4LR3DUO 


KB 991 2 


Hs.48269 


TM.pKDiase 


vaccinta (dialed kinase 1 


2.1 


429415 


nIM_002593 


Hs.202097 


SSjCUB, NTk.MAMJIL, TlLa.vwdjEP 


procollagen C^ndopepb'dase enhance 


2.1 


447827 


U73727 


Hs.19718 


SS.TW,VjihoBphBlB3fltfri3 p ig,MAM 


protein tyrosine phosphatase, recep 


2.1 


428273 


Ata67228 


H$30321t 


Q[yco$_transf_2 


ESTs 


21 


4U4Z/4 








NM_GG2944*:Horno sapiens v-ros avian 


21 


403133 






pWn3SB,KjBtra ( Band_41 .RhoGEF 


Target Exon 


21 


440249 


AI246590 


Hb.337275 


VHL.TatDJDNase 




2.1- 


43B580 


AA811262 


Hg,299202 


TM.pWnasestigarJr 


EST* 


2.1 


406400 






SS.TM.trypsto 


MM_0071 9&Homo sapiens fcafflkreln 8 


2.1 


427375 


ALTJ3546D 


Hs. 17753 6 


SS.ZnjcarbOpepthomimaSRaprot 


meMocarooxypeptldase CPX-1 


21 


4234S3 


AW450737 


Rs.1 28791 


SS T GrOTin,C33P-ON_P_lmfisf 


CG<-09proWn 


21 


433716 


AA5O8B0B 


Hs.225118 


Acyfphospiialase 


ESTs 


£1 


420757 


X78592 


Hs.99915 


T M , h o ,7ncf)0_rec , An d rogon_rocep , 


androgen receptor {dhydrolestcster 


2.1 


425018 


BE245277 


Hs.154195 


DNaseJ,K_tBlra 


E4F trans criptton factor 1 


2.1 


421685 


AF1 89723 


Ks/1 06778 


TM r El-E2jMPfise,HydfdaseEl-E2 


ATPasa, Ca transporting, type 20*1X1 


21 


457288 


AA521458 


Hs.192738 


proj some rase 


ESTs 


21 


407305 


AA715284 


Hs,38774 


TM P pk!n3se l Sefna 1 Ra>bjBpeai, 


gb:nv35f03j1 NCLCGAP_0r5 Homo sap 


21 


456327 


K68741 


TM.Glyo^liansLB 


EST* 


2.0 


422429 


AA310527 




praiHBe, rvs^r np wn«e,r n.ru^o 


nh-PRTiniVM links} T-r^Jlo V I4nmn 

9D.C01 idiooj JiDKat I •vHU» v nouro 




402974 


NW.OO1501 


Hs.129715 


GnRHhonronfi5jiOfmone4 


gonadotropin-reJeasing hormone 2 
ESTS 


2.0 


45B016 


AW18SG99 


Hs.13t813 


ptttase 


20 


452194 


A1694413 


Hs.332549 


TM,7tnu3 f ANF_receptor y 8HBhi 


olfactory receptor, family 2, subta 
tntarleuMn-l recoptor-sssoclated k 


20 


429028 


U52112 


H3.182018 


TM.pVhia3Q,MBD 


20 


427747 


AW411425 


Hsw180655 


pWriaseJIpoxygeflase.PLATUpox 


senne/threontne kinase 12 


20 


452841 


T17431 


Hs.65412 


TM,0EAD,hellC38e_C 


DEAD/H (Asp-Glu-Afe-Asp/HIs) bos po 


20 


449539 


WB0353 


HS.5B446 


p^3S« 1 Fimn-ake,Rficep_L_dofri 


ESTs 


20 


418140 


BE613836 


Hs.83551 


TM,E1-E2JVTPase 


mi crofih ri for-asscci ated protein 2 


20 


430076 


AA465115 


Hs.318773 


AAA, BAH 


KIAA1836 protein 


20 


425749 


AW328587 


Hs.159448 


RlbosomaLlJAeilW.LRRCT.pkina 


surfeit 2 


2.0 


425855 


AF1 35025 


Hs.159679 


SS r bypsin 

pWnase 


krillkraln 12 


2.0 


400135 


U0027 


Hs.118B90 


gtycogen synthase kinase 3 alpha 


20 



TABLE 14B 

Pkey: Unique Eos prcbeeet Identifier number 

CAT number: Gene cluster number 

Accession: Genbank accession numbers 

Pkey CAT number Accessions 
j 

412333 1289037J AW937485 AW9375B9 AW937658 AW937654 AW937492 

418804 179138,1 AA808S32 Alai7245 AT701732 AA228406 

420930 197736L1 AWBB86B0 AW888651 BE149946 BE149946 BE149951 CE14S947 AW8B8649 AA281840 AA281822 AW888652 

422429 218469J AA310527 AWS62295 Z44885 H06641 

422669 219896,1 AW856665 M315006AWS54733 

435393 405576,1 AAB79463AWB 13779 AW81 3709 

438390 45862L.1 A1422017A1422945 A13B3249 AI423113 AS925592 AW20795 AJ20B1 87 AI423279 AI423645 AM24O90 AI359837 AUM4732 017003 

43B993 467651,1 AA828995 AA834879 A19263B1 

452947 939B1Q_i AW130413AI932382 

455092 1252971J BE152428 AW8K572 AW855607 

457405 333127,1 AA5Q4860AA5O4911 



TABLE 14C 

Pkey: Unique nurr^ccrresporKing to an Eos probeset 

Ret Sequence sowce. The 7 (figit numbers in this cohimn are Genbank Jdanffler (G1) numbers. 'Dunham L et aJ/ refers to the publcaVon entitled The DMA 

sequence of human diramosome 22" Dunbarn I. et aL Naferre (1999) 402-489-495. 
Strand: Indicates DNAsifand tram whtehe>«isveTepreotcfed. 
NLpoerfcn; Indicates nvcleoMe poalSons of predicted exons. 



Rosy 


Ref 


Strand 


NLposJtbn 


400636 


8118496 


Plus 


I7982r18116\20297-20456 


401230 


9929527 


Minus 


3383^340^5,34539-34592,36461^45,48925^0^^26(14-52758 


401486 


73417B3 


Plus 


32fi85-327S8 l 3S281^540^079M0933 k 44018-44t79 


402337 


6957691 


Plus 


4116^283,16811-16973.17107-17256^0715^0040.22029-22205 


4024B1 


9797406 


Plus 


8y891-88091 


403133 


7331427 


Plus 


38314-38634 


403471 


9930659 


Minus 


65867-85983 


403763 


7229886 


Minus 


43575-43887 


404184 


458141B 


Minus 


12652-13548 


404274 


9885189 


Plus 


104127-104318 


406400 


9256298 


Plus 


1 553-l712 l l878-2l40/«252-4385,5922«077 
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TABLE 1 5A: 752 GENES UP-REGULATED IN CERVICAL CANCER COMPARED TO NORMAL ADULT CERVIX 

Table 15A Ifels about 75 2 genre unregulated ki cervical cancer compared to norma] adult cervix. These woe selected as for Table 12A, except thai ttie ratio was greater then or 
equal to 7.0. the denorntnatarwas the median wrfue for three non-mdignanl cervical specimens, and Oie 96* percentile value amongst cervteat cancers was greater than or equal BO 
units. 

Pksy; Unique Eos probeset identifier number 
ExAccn: Exemplar Accession number. Gen bank 
UntgenotD: UnJgene number 
Unjgene Title: Urfgene gens tide 
R1: Ratio of cervical cancer to normal cervix 



Pksy ExAccn UnlgenelD Unlgene Titte 



414915 NWL002462 Hs.76391 

411243 AA5S1538 Ks«334c"05 

42B227 AA321649 Hs.2248 

42150B NMJKM833 Hs.105115 

443639 BEZ69042 Hs^661 

454390 ABQ20713 Hs.56956 

416065 BE267931 Ha.78996 

433226 AW503733 HsJ414 

413503 BE410228 Hs.75410 

411369 BE612676 

414132 AI8TJ1235 

422809 AKC01379 



432906 BE265489 
41B963 BE304571 



Hs.303116 
Hi*4B480 
Hs.121028 
Hs.21486 
Hs.3123 
Ks4952fl 
439993 AW247529 Hs.6793 
449722 BE280074 
414812 X72755 
408405 AK001332 
432917 NM.014125 Hs.279612 
412630 AA76626B H&266273 
457465 AW301344 Hs.122908 
408808 AWS47814 Hs.289005 
429083 Y09397 Hs.2Z7817 
401405 

426272 AW450571 Hs.189284 
424876 H57111 
412140 AA2196M 
BEM0274 



Hs.23960 
Ks.77367 
Hs.44672 



444371 
418030 
452291 
400196 
416795 A149777B 



AF015592 



H6.221132 
H&.73625 
Hs239 
Hs.63321 
Hfc2BB53 



Hs.20509 
Rs/1 53563 
H8.14SS96 
Hs.83326 



AF011333 

436011 BE466173 

42836B BE440Q42 

438923 AW293704 Hs.12265B 

415791 H09366 Hs.78653 

448775 AB025237 

435647 A18S3240 

431049 AA848576 

429406 AF165827 

428433 AAS21410 

416322 AA284166 

417308 H60720 

429574 BE28B321 

407204 R41933 

408901 AKD01330 
AF085B33 

AW973003 Hs.179909 

438598 A1 60 5943 Hs^26067 

406908 BE296227 

427486 M91401 
400195 

414747 U30872 



H&388 
Hs.49823 
Hs.103267 
Hs^03963 
Hs.41371 
Ks.84113 
H&81892 
Hs.208912 
Hs.140237 
Hs48855 
Hs.135624 



Haa50B22 
Hs.178658 



410324 
463028 AB006S32 



Hs.77204 
Hs.30177 
Hs41442 
Hs.159087 
Hs.188952 
Hs.241578 



410808 AI53843B 

432503 AA551196 

430512 AF182294 

430709 R34356 

449962 AA004879 HU87620 

425408 AB002375 Hs.156814 

440774 AI420611 Ks.127832 

408201 AKD00568 Hs.43654 

436110 M704899 Hs.291651 

426897 AW976570 Hs47367 

447700 AI420183 Hs.171077 



myxovirus influenza) resistance 1, hemotog or murine 
Homo sapiens cDNA FLI14408 fe, clone HEMRA10C4341 
smal InduclWa cytokine subfamily B (Cy&OtCys). mem 
absent in metanoma 2 

protease me (prosome, nrecropa&O Biibunrt, beta type, 1 
KIAAOS06 protein 
proliferating cell nuclear antigen 
K1AA1488 protein 

heat shock 70kD protein 5 {tfucose-fegulated protein, 

stromal celkderived factor 2-ffee 1 

ESTs 

hypothetical protein FU10549 

signal transducer and acftratorof transcription 1, 9 

lethal giant larvae (DrosopWIa) homo log 2 

aJdoketo reductase family 1. member A1 (sJdBtiyde fad 

pleJdet-actlvatlng factor acetylhydrotesa, iscform I 

cycUn B1 

monaWnB bduced by gamma interferon 
hypothetical protein FU10470 
PR00327 protein 
hypattie&cal protein FU13346 
DNA replication factor 

Homo sapiens cDNA: FU21532 fte, done COLG61H9 

BCL2-rel3ted protein A1 

Target Exon 

ESTs 

ESTs 

RAB5 Interacting, Hnesln-Uke (rabWnesIn 6) 

fbrkheadboxMI 

neuromedin B 

CDC7 (cell diwston cyde7 r S. carav'stoe, homclog)- 
Eos Control 

HBW pX associated prbtecn-8 
lymphocyte antigen 75 
spfctng factor (CC1.3) 

matrix metatloprotelnaae 3 (strometysfn 1, proaetatln 
ESTs 

uractt-DMA ^tycosy iase 

mxfix [nucleoside Diphosphate linked moiety X)-type m 
ESTs 

hypothetic] protein FU22548 similar to gane Imp PA 

hypothetical proteki HJ1Q339 

ESTs 

cydirwiepeocent ttfnasa inhibitor 3 {CDK^assoclated 
KLAA0101 gene product 
hypothetical protein MGC861 

ESTs, VVeaWy similar to ALU1_HUMAN ALU SUBFAMILY J SE 

nypolhsflcal pronto FLJ1 0468 

ESTs 

hypoOietcal protein RJ22995 

hypolheflca) pioteto MGC517B 

serineAhreonine kinase 15 

RAD23 (8. cerevtetae) home log B 

NrAO07057^BoirK> aepiens 2W10 Interactcr fZWIMT), tran 

centromere protein F {SSOMOOkD, mitosin) 

ESTs 

RecQprotem4ike4 

ESTs 

ESTs 

IB snRNA-associatod Sm-lke protein LSm& 
gb:yh85d01.s1 Scares ptacanta Nb2HP Homo sapiens cDNA 
ESTa 

WAAOJfVgene product 
ESTs 

hypothetical protein FU20561 

ESTs» VteaWy BimUar to 138022 hypothetical protern [ 

ESTs 

ESTs, Weakly similar to T21 259 hypothefcal protein F 
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R1 

58.3 

36.2 

35.B 

33.6 

32.0 

305 

30.4 

30.0 

29.4 

28.9 

28.3 

28.1 

27.4 

27^ 

26,fl 

26.5 
26.2 

25.3 
25.1 
24J6 
23.6 
23,1 
22J9 
2Z9 
22.8 
22.7 
22j6 
215 
22.2 
2Z0 
21^ 
2U 
21.2 
214 
20.7 
20.3 
20*2 

2ao 

19.6 

w 
las 

19^ 

19.4 

19L3 

19.2 

19.2 

194 

19.0 

19.0 

185 

1B.8 

18.6 

184 

185 

184 

1^3 

18.1 

16.1 

17.9 

17J 

17.6 

17.3 

17.1 

164 

16.7 

16.7 

165 

16.5 
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433159 AB03589S HS.15Q5H7 
430466 AF052573 Hs^41517 
4S38B3 A1638516 Hsl22630 
453941 U33S17 Hs.36820 
43B461 AW075485 Hs.286049 
407999 AI126271 Jte-49433 
413943 AW294416 Ks.144687 
407720 AB037776 
425316 AA354977 
423673 BE0Q3054 
419777 D60134 
4536B6 R66282 
443715 AIS83187 
407786 AA6B7538 
431910 AK000142 
417634 W27202 
432692 AW974944 rte.200577 
446921 AB012113 Hs.16530 
427999 AI43512B Hs.181369 
413869 NMJW0B76 Hs.75996 
431629 AU077025 Hs.265B27 
435354 AA678267 Hs.117116 
406636 AW514601 He. 1561 10 
416109 AM20311 ta.126550 
417933 X02308 
436970 AAB37782 
409680 W31092 
432401 NWL013330 Hs.274479 
425397 J04088 Hs.166346 
420734 AW372B72 Hs.293736 
434256 AJ378817 Hs.191847 
418269 AA806113 Hs.189025 
427372 AW960S73 Hs.177530 
427061 A1474533 Hs.170528 
420309 AW043637 Hs.21766 
429966 BE0B1342 Hs^83037 
410961 BE391804 
443857 AA521049 
416803 1)50079 
434094 AA305599 
420139 NMJHS367 Hs.95351 
444783 AK0O1468 Hs.62160 
433255 AJ274270 
431838 A1Q97229 
449801 AA477355 
447070 AW8&5727 Ks.301570 
441240 AA923749 Hs.132442 
439390 AA284267 Hs.221504 
404S30 

408321 AW4TCB82 K&442Q5 
426427 M86899 Hs.169B40 
41327B BE9630BS Hs.833 
403055 

456614 AV653110 Ks.106650 
425261 8E365099 Hs.334727 
439926 AW014875 Hs.137007 
411263 BE2978D2 Hs,69360 
451141 AW772713 Hs.247186 
447390 X96384 Hs. 18426 
419825 TB1422 Hs.14922 
42B147 AW629965 Hs.234383 
410066 AI633B8B Ha.58435 
407595 BE350012 Ha,248365 
432721 AL12147B Hs.16Q532 
416976 NMJ04131 Hs.1051 
413314 BE0815B5 
430929 AA48916& Hs.1S6933 
449571 AWD16B12 Hs.2002B6 
40029B AA032279 Hs.61635 
417105 X60982 Hs,61226 
434263 N 34895 Hs.44640 
412059 AA317962 Hs.249721 
407756 AA116021 H*3B2fiQ 
437056 AIU7061 
435768 A1307416 Ks. 184675 
444478 WD7318 Hs.240 
45073B AA0109C7 Hs.184456 
418205 L21715 Ha^376G 
442994 AW26718 Hs. 16954 
433301 AW2SS260 He, 1520 16 
437457 AA7S7SQ0 Hi270923 
435327 BE301871 Hsw4067 
422785 AW409701 Hs.1578 



Hs.38002 

Hs.191665 

Hs.1695 

Hs^70975 

Ks.20247 

Hs.9700 

Hs.38972 

Hs.101774 

Hs.82327 



Hs.82962 

Hs.32105B 

Hs.55847 



Hs.62661 
Hs.34487 
Hs.88556 
H&236205 



Hs.96840 

H&217484 

Hs266300 



Wn esln4ike proton 2 1 63 

polymerase (DMA directed}, tfiata 163 

cefaclor required for Sp1 transcriptional! actiuafion. 163 

Bloom syndrome 16,1 

phoephoserine amkiotransferase 1WJ 

ESTs, Weald/ simaar to Y22B_HUMAN HYPOTHETICAL PROTE 16.0 

Homo sapiens cONA HJ 1 29&1 Hs, clone MF2RP2006454 15.7 

K1AA1355 protein 15.6 

ESTs, Moderately sirdar to 714342 NSD1 proteki - rnou 15.6 

matrix metalbproteinase 1 2 (macrophage atestase) 15.5 

ESTs 153 

ESTs, WeaWy similar to S65657 alpha-1 Oadrenergfc ra 152 

cydinEI 152 

telraspan 1 15.2 

hypothetical protein FU23045 15.2 

glutathione synthetase 1 5.1 

ESTs 15.1 

smaH tnducibfe cytokine subfamily A (Cys-Cys), membe 15.1 

litquitin fusion degradation 1-llke 15.0 

interteuHn 2 receptor, beta 15.0 

Interferon, ah*a-irutocible protein (doneJFI-6-16) 14.9 

ESTs 14-8 

Rnmunogtobulln kappa constant 14.8 

suppressor of K transport defect 1 14.B 

fiiymtdylate synthetase 14.7 

ESTs 14-7 

mtochondnal ribosomal prateki 64 14.7 

NME7 W.6 
topoteoir»T3ra(DrlA) II alpha (170kt>) 14,6 
ESTs 14-S 
ESTs 14v5 
ESTs 14.3 
ATP synthase, H transporting, mitochondrial F1 compla 14.3 
ESTs, Moderately similar to ALUCLHUMAN tilt ALU OASS 14.2 
ESTs, WeaWy similar to ALU5_HUMAN ALU SUBFAMILY SC S 14.2 
KSPO039 protein 14-2 
nuanylate binding protein 1, Intaferon-indiirible, 67 14>1 
hypothetical protein FU23412 HJ) 
hbtonedeacetytase 1 14,0 
hypotfieScal protein PRO2013 14-0 
npasfl, hcrni one-sensitive 13.9 
anlUn {DrosophBa Scraps homology actin binding pr 13.9 
WAA1527 protein 13.9 
ESTs. Weakly arnUar to ALUIJWMAN ALU SUBFAMILY J SE 13.8 
hypothetical protein FU 23231 13^ 
ESTs 13.8 
ESTs 138 
ESTs 13v6 
Target Exon 13* 
corfetatin 13.6 
TTK protein Kinase 13-5 
rrfederon-stirnulated protein, 15 kOa 13.5 
C2002219^gl|12737280|refl)GLQ06682.2; kerefii 18 [Ho 13£ 
hypothetical protein FU20533 13*5 
hypothetical protein MGC3017 13.3 
ESTs 13.3 
InnesJit-Ike 6 frnftotfa controinare-BSSodated teiesln 135 
ESTs 132 
franBlationatinJiibHoT pratBln p14-5 13.2 
ESTs 13.2 
ESTs, WeaWy «ar to 2109260A 6 cell growth factor 13i 
FYIWiTndinB protein (FYB-l2On30) 13.1 
ESTs 13.1 
gkicose phosphate taomerasB 13.1 
granzyme B (granzyrne 2, cytotoxic T-^phocyteHBSOCl 13.0 
{^QV26TO635-21Q40D-1 6Ws07 BTQS35 Homo sapiens cDN A 13,0 
ESTs 12.9 
ESTs 12.9 
sot transmembrane epithelial antigen cftha prostate 12j6 
C06 antigen 12.6 
ESTs 12-6 
ESTs, rVtoderatdy staler to PC4259 farntin associate 1 2.6 

uUquHki specific protease 18 12.5 
fib:ok33a1U1 SoaresJJSF_F8^9W_OTJ > AJLS1 Homosaplen 12^ 
ESTb, Modarately similar to AUU7J1UMAN ALU SUBFAMILY 12,5 
M-phase phosphoproteln 1 1 2.5 

hypothetical protein 1 2.4 

troponin [. skeletal, last 12.4 
ESTs 12.4 
Homo sapiens cDNA; RJ22140UB. dona HEP20977 12-4 
ESTs, WeaWy stcrilBT to S 6 5657 afcha-IDttfreneqlc re 12.4 
mannosyl (alpha-1 ,3-)^lycoprate5n betahl^N-ace^ta 12.3 
bacuioviraJ EAP repeat-conta'rtfng 5 (eurvivin] 123 
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410245 C17906 Hs.194125 ESTs 

424927 AW973666 Hs.1 53850 hypothetical protein C321D2.4 

418841 AA452970 Hs.155218 Elfr-SSkDswssoclaled protein 5 

432325 AW973209 Hs.261782 ESTs 

414761 AU 077 228 Hs.7725€ enhancerorzastBiDrosophn^homotog 2 

418518 U66097 Ha36724 GTP cydohydrolase 1 (dopa-respooswe dystonia) 

449296 AL137257 Hs^3458 Hono sapiens cDNA: FU23015RS, done LNG0D818 

415857 AA866115 Hs.127797 Homo sapiens cDNA FU11381 fis, done HEMBA100OS01 

427235 AW291212 Hs.293943 hyp olbeOcal protein MGC11 266 

415443 TQ7353 Hs.7948 ESTs 

429770 AI766047 Hs.99736 ESTs 

428955 AA579297 Hs£6937 brain and nasopharyngeal carcinoma susceptiblity pro 

435244 N77221 Hs.187824 EST* 

432810 AA863400 Hs.23054 ESTs 

434423 NM_006769 Hs.3844 UM domain only 4 

443378 AW392550 Hs-9280 proteasome (prosome, macropaln) subunit, beta lyps, 9 

459273 AW606906 Hs.334767 hypothetic prcldn MGC8629 

419945 AW29097S Hs.118023 ESTs 

442169 AW163390 Hs.27B554 hetercchramalln^proiein 1 

436169 AASSa3l1 Hs.17602 Homo saptens cONA FLJ1 2381 fe. clone MAMMA1 002566 

407804 AF22B603 Hs39957 pieckstfn 2 (mouse) homobg 

401557 Target Exon 

43440B AJQ31771 Ha.132586 ESTs 

W47 A1925153 Hs.217493 annwinA2 

409231 AA446644 Hs.692 GA733-2 antigen; epiUiettal glycoprotein (EGPJ (KSA) 

423412 MM.O06235 Hs.2407 POU domain, class 2, assorting factor 1 

445655 AA873830 Hs. 167746 BcenKnker protein r 

410138 U48508 Hs.89631 ryanodine receptor 1 {skeletal) 

427627 AI809067 Hs3Q2Q63 frnmunogloburm heavy constant mu 

432287 AKD01057 Hs.274268 Homo sapiens cDNAFLmH95fls, done HEMBA1004771 

408548 AA055448 Hs33187 ESTs, Weakly sfcnUar to ALIKUWMAN !»! ALU CLASS CW 

409703 NNL.0D6187 Hs.56009 r^KgoBdeitylate synthetase 3 (100 kD> 

4470B2 T85314 Hs.42644 ihioredoxlfr4lke 

409931 BE293233 Hs.129771 ESTs 

426172 AA371307 Hs. 125056 ESTs 

424723 BE409B13 Hs. 152337 profem arginJne N-methyteiaterase 3(tuiRNP rnethyHr 

456880 AW015644 Hs. 15500 5 TEA domain femly member 1 {SV40 transcriptional enha 

433849 BE465884 Hs.2B0728 ESTs 

430519 AF12S534 Hs.49210 F*bo* only protein 4 

434442 AA737415 Ks. 152826 ESTs 

457205 AI9057BO Hs.196272 Target CAT 

422713 AA902780 Hs.119325 Huntng&HntBrading protein A 

443491 AW499685 Hs3456 SVWSNF related, matrix associated, actin dependant r 

424339 BE257148 Hs, 145416 endoglycan 

410741 NMJ3C7Q19 Ha.93002 ubJqutfln carrier protein E2-C 

45020B AK86945 Hs, 272062 ESTs 

446B49 AU076617 Hs. 15251 deavajje and poryadenytab'tm specific factor 3, 73kD 

424965 AW9562B2 Hs. 1446 09 Homo sapiens. Sferifar to RJKEW cDNA 5730S78N08 gene, 

442737 AB002319 Hs.8663 KIAA0321 protein 

409113 AA074897 tfnzmB5e05.r1 Staatagene ovarian cancer (93721^1 Homo 

415782 M169345 Ha.123177 ESTs 

417958 AA767382 Ks. 193417 ESTs 

402539 AW502761 Hs.30G09 K1AAQ43G gena product 

413677 AW503116 Hs.301819 ifoc linger protein 146 

414706 AW340125 H&76989 WAA0097 gene product 

421632 AA825426 Hs33B832 ESTs, WeaWy slmlbr to AUU1_HUMAN ALU SUBFAMILY J 6E 
AI2779G6 Hs.184675 ESTs 

X07820 He.2258 matrix metatloprotelnasa 10{slrome!ysm 2) 

AA534489 gb:rn76g1U1 NCI_C6AP_Co3 Homo sapiens CDMA done 3' 

H85689 K&225560 ESTa 
AA448417 Hs.104990 ESTs 
AI393122 Hs.134726 ESTs 
BE613126 H&47763 B aggressive lymphoma gene 
AW56965B K&29&120 ESTs, WeoWy similar to KIAA0970 protein [Hsaptena] 
Eos Control 

Homo sapiens cONA FU12169 fls, dona MAMMA1Q00643 
NMJD02675:Homo sapiens promyelocyfic leukemia (PMLJ. 
hypdbofcai protein MGC15912 

ESTs 

ESTs, WeaWy srrnOer to 138022 hypothetical protein ( 
451730 AF0B5687 Hs36997 hraii and nasopharyrtgea! certJiioma suscepBblRty pro 
428054 A19486B8 Hb.266619 ESTs 

441636 AA061846 Ha. 7921 Homo sapfens mRNA; cDNA DKFZp566E1B3 fjrom clone DKFZ 

438654 AW05270 Hs.123543 ESTs 

424321 W74048 Hs.1765 lyrrphocyte-speciflc proteh tyrosine kinase 
44S035 AI81572B Hs.19080 DNA polymerase epslbn p12 subunrt 
436137 A1056769 Hs.133612 ESTs 
417863 AB000450 Hs^2771 vaccinia related Kinase 2 

439975 AW328081 Hs.6817 Inosfna Wphosprratase [mJcteosWe WphoaphHta pyrop 

434206 AW136973 Hs.288516 ESTs, Weakly similar to S69890 mitogen Indudble gene 
454355 AWB12535 gb^44-ST0182-05l099^21-c09 ST0182 Homo sapiens cDNA 

435542 AA6B7376 Hu.269533 ESTs 

431386 AA504359 Hs.110067 ESTs, Weakly slmlar to AU35LHUMAN ALU SUBFAMILY SC 8 
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400269 
432363 
451655 
429237 
427719 
444665 
410093 
400080 
424517 
401539 
446099 
451056 



AI533443 Hs.1 37447 



Ks.17126 
AI76B660 Hs.206132 
AA186827 H9.79BB 
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12,3 

12.3 

123 
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12.2 

1Z2 

12.2 

12J2 

12,1 

12.1 

12.1 

12.1 

1Z1 

12.0 

12.0 

12.0 
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11.9 

1t.9 

11» 

11J8 

11.6 

11.8 

11.8 

113 

11.7 

11.7 

11.7 

11.6 

11.6 

11.6 

11,5 

11.4 

11-4 

1U 

1U 

11,4 

11.4 

113 

113 

113 

113 

113 

113 

11.2 

11.2 

11.2 

11.2 

11.2 

11.1 

11.1 

11.0 

11.0 

113 

11.0 

11.0 

103 

1D.9 

10.9 

10,9 

104 

103 

10.B 

10.8 

103 

103 

10.7 

10.7 

10.7 

10.7 

10.6 

10.6 
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103 
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416564 


AW795793 


Hs.t79B27 


Homo sapiens cDNA F0J12257 fis, done MAMMA1001501, h 


10.5 


447769 


AWS73704 


Hs.320631 


Homo salens cONA FU 14697 6s, c!cne NT2RM40D239Q 


10.5 


403329 


AF155510 


Ks.44227 


hepstanasB 


10^ 


410146 


AW592655 




gb*F45ft2.x1 SoaresJ4FLJ_GBC_S1 Homo sapiens cDMAc 


103 


427600 


AW63Q918 


Hs.179774 


prc%asome (prosoms, macropaln) activator submit 2 { 


10.4 


416007 


M13509 


Hs.83169 


matrix rnetaSbprotefriase 1 (InterstiHat collagenase) 


10^4 


407241 


M34516 




gb:Human omega light chain protein 14,1 {lg lambda ch 


10.4 


435081 


AI651474 


Hs. 163944 


ESTs 


104 


409653 


AW451693 


Hs.220826 


ESTs 


10.4 


426294 


AA42548B 




gfrzw46d02j1 Soaree_total_tBtus_Nb2HF8„9w Homo sapie 


10.4 


433160 


AW207002 


Hs.1 34342 


TASP for tesds-specffic adriamycln sensitivity prate 


10.4 


408B09 


AW274673 


Hs.279706 


ESTs> Weakly similar to A47582 B*cell grovtfh factor p 


10.4 


410174 


AA306007 


Hs.59461 


DKFZP434C245 protein 


10.4 


424792 


U92536 


Hs.153138 


origin recognition complex, subtintt 5 (yeast homotog) 


10,3 


422406 


AF025441 


HS.11620S 


Qpa-lnteracSng protein 5 


10.3 


424687 


J 05070 


Hs.1S173B 


matrix metalloprotefnase 9 (gelafrisse B, 92 kD gelati 


10.3 


413609 


L25851 


H8.B51 


integral, alpha E (antigen CD103, human mucosal lymph 


10.3 


413507 


BE1 45360 


Hs.190064 


ESTs. Weaklv similar to 136022 iwrjothetfcal Drateln \ 


10.3 


446119 


H38567 


Hs.82295 


dadLcntar of cvio4dn6sls 1 


10J2 


457288 


AA521456 


H&.19273B 


ESTs 


10.2 


402025 






NM_Q21624:Homo sapiens histamine H4 receptor (HRK4} r 


10.2 


440572 


AW183778 


Ks.249564 


ESTs. Weaktv siiralar to MYSA HUMAN MYOSIN HEAVY CHAIN 


10.2 


453323 


AF034102 


Hs.32951 


so!u to carrier family 29 (nucleoside transporters), m 


10J2 


443780 


NMJ)120G8 Hs.9754 


activating transcrlpSori factor & 


10.1 


422425 


AA3105Z7 




gb:EST18i333 JuricatT-ceHs V Homo B&piens cDMA 5* en 


10,1 


444314 


AT140497 




gb:ow76b09s1 Soape3_Jatsl J ivor _spteen_1 NF LS_S1 Homo 


io!i 


426125 


X87241 


Hs.166994 


FAT tumor suppressor (Drosophlla) homotog 


10.1 


430846 


AW021726 




oh*tl&7fi09 vi Morton Fnhd Cnrlilsa Wnrrtrt cflnJpns pDMA 


10.1 


422470 


AB017919 


H3.117232 


pepfldyi argjnlne delrntnase, typo V 


io!i 


449591 


A1652924 


Hs.231942 


ESTs 


10.1 


420731 


AL042052 


H6.104432 


ESTb 


10. t 


404345 


AA730407 


Hs.169186 


piotocadhefln 11 


10.1 


40043B 


AF165611 




Target 


10.1 


438170 


AI916665 


Hs.194601 


ESTs 


10.1 


432193 


AA372264 


BsJZ73133 


hypothetical protein FU1G706 


10.1 


456715 


AK000973 


Ha.16725 


hvoothetfcal Droteta FU10111 


10.1 


4277GB 


AA4122S8 


Hs.18B817 


ESTs 


10.1 


443426 


AF098158 


He ,9329 


rhmmnRfTiv* ?n unpn r^nrfinn framR A 


10.0 


403038 






Tartrpt Fmn 


10.0 


434674 


AAB31879 


Hs.136965 


ESTs 


10 J) 


439685 


AW956781 


Hs.293937 


ESTs. WaakJy simBarto FXD2JUMAN FORKHEAD BOX PROTE 


10-0 


439426 


AAS35B25 


Hs,190490 


ESTs* 


10J) 


403310 






Target Exon 


9.9 


408392 


U28B31 


Rs.44565 


KJAA1641 prctab 


9,9 


421849 


AW410B72 


Hb.108894 


hypotheses! protein FD20411 


9J) 


433384 


A1021992 


Hs. 124244 


ESTs 


9^9 


443343 


BE409B09 


Hs3010G5 


purtne-rich element bint&tg protein 8 


9.9 


437267 


AW511443 


Hs.258110 


ESTs 


9 9 


455979 


A1310161 


Ha.173524 


ESTs 


9.9 


435851 


M700946 


Hs.191933 


ESTs 


9.9 


452243 


AL355715 


Hs.29555 


nronranined caQ death 9 


9,9 


441703 


AW390054 


Hs.192643 


Vsudna rfpper protein FKSG14 


9.9 


414001 


A1610347 


Hs.103812 


ESTs. Moderately Btmjiar to ALU1 HUMAN ALU SUBFAMILY 


9.9 


436869 


AA535975 


Hs.174308 


Hocno sapiaoSr done IMAGE^3453347, rnRNA, partfel cds 


9.8 


421502 


AF111B56 


Hs .105039 


soliila canter family 34 (sodium phosphate), member 2 


9.8 


417087 


AA193193 


Hs.188325 


Homo ranters eDNA FU1 1 484 fls dona HEMBA1 001 835 


9^6 


455855 


BE147440 




gfa:RC1-HT022Wia01CO-01 W09 HT0229 Homo sapiens cDMA 


9.B 


410390 


AAB76305 


Hs.125286 


ESTs 


9.8 


416526 


BE019020 


Hs.&5838 


8olutecajrtef tamily 16 (monocarboxytlcccM kanspo 


9J8 


442660 


AWI38174 


Hs,1 30551 


ESTs 


9.8 


436186 


BE390717 


Hs.5074 


si mlar to S. pombe dhn1 
WAA0440 nratekt 


B.8 


426773 


NMJH5556 Ks.1721B0 


9.8 


413476 


U25849 


Ha.76393 


acid phosphatase 1 , soluble 




416347 


AA216419 




gb^c1Be03^1 KCLCGAP_pr1 Homo sapiens cDNA done si 


SJ 


448752 


AA593B67 


H8.300B42 


KJAA1608 protari 


9.7 


440949 


AAQB4196 


Ha.31476 


Homo sapiens cONA HJ13B72€fc done THYRO1001322 


9.7 


431363 


MB6528 


H9.266S02 


rtAtimfivw^Mn A Ami imlrrwihfai AfFA 
neUlDUupiMl a lIKnJIDuUpilII *HQ) 


9.1 


430752 


AA485330 


Hsl303278 


EBT& 


Al7 
j-f 


436523 
415740 


BE6129S0 


HS.S212 


RtnrifMdnmd seteeffwA nwiAfiinrVanaf tinvdl T3NA oW 


9.7 


N80466 


Ks.39911 


Unmn «BniMie mDWA /at CI IflTUIRQ nmlkain i*>t»fral /vie 

noma sajnens mnivx wi ruuuuD? jHown, pautu cos 


q 7 


411930 


F064B5 


Hs.7740 


oxystsrol obidng protein-nte 1 


9l7 


430B32 


AI073913 


Hs.100688 


ESTs, WaaVty aimltar to JE0350 Anterior y»dtent-2 (H 


9.7 


452234 


AW0B4176 


Hs^23296 


ESTs, WeaWy similar to 138022 hypothetical protein [ 
synaptic nuclei expressed gone % K1AA1011 protein 


9.6 


409997 


A1906065 


Hs.57749 


9.6 


434957 


AF283776 


H8.35380 


x001 f rot Bin 


9.6 


407292 


AA57663B 




gb:nz45eOHs1 NCLCGAP_Pr12 Homo eaptera cDNActone s 


&6 


459109 


AW292447 


Hs.140821 


ESTs 


ae 


457892 


AA7443B9 


Hs.149723 


gb3iy5le10,s1 NC(_CGAP_PriaHomo sapiens cDNA donas 


9.6 


432074 


AA525248 


ESTs 


9.6 


440463 


AI733087 


Hs.1 29994 


ESTs 


9.6 


420B51 


AA281062 


H&29493 


hypothetical protein FU20142 


9.6 


445326 


AI220072 


Hs.165893 


ESTs 


ae 


434953 


BE049102 


Ha.1 21573 


ESTs, Weakly similar loTRHY JHUMAN TRICHOHYAU [Usap 


9.6 
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420361 
41SB53 
429599 
417037 
449317 
4355 BB 
409261 
401069 
414055 
409902 



405536 
419216 
434673 
439354 
455410 
400736 
419474 
406464 
407B81 
427258 
404660 
433B40 
423642 
457008 
435099 
451846 
41998a 
402967 
455601 
441075 
451107 
404649 
420897 
418657 
420298 
449893 
420101 
428168 
420022 
444020 
454765 
415021 
416506 
416009 



AW9GB619 Hs.155849 



4178B1 
446354 
427013 
434410 
446072 
457322 
434317 
433001 
404112 
433334 
434960 
431668 
439156 
443081 
428432 
452706 
437044 
430780 
426793 
416379 
431405 
405454 
436362 
401940 
424634 
442432 
459086 
416653 
444152 
437S34 
435074 
406722 
442629 
431675 
447184 



N92054 Hs.194718 zfnc finger protein 265 9,6 

HOG016 Hs.100655 ESTs &6 

AA806106 Hs.123664 ESTs 9 6 

BE083936 Hs.80976 antigen Identified by monoclonal antibody Ki-67 9.6 

AW293413 Hs.132906 19A24 protein &6 

AA759233 H3.126S06 ESTa 96 

BE315042 Hs.19210 hypothetical protein M6C1 1308 9.5 

Cl1000374";gl|10764778lgblAAG22817J|AF302l50_1 (AF30 9.5 

AW516373 Hs.271249 Homo sapiens cDNAfU 13560 fc. done PLACE1 008851 9.5 

AI337G58 Hs.156351 ESTs 9-5 

AW97307Q Hs.293039 ESTs 9.5 

AW977765 Hs -29 2 133 ESTs, Moderately similar to 178865 sertnerthreonine-s 9.5 

NfvL0058Q5:Hprrto sapiens 26S rxoteasarne-assocteted padl 9.5 

AA662240 Hs.263099 AF15q14 protein 9,5 

AW372340 Hs.199717 ESTs 9l5 

AF066174 gb:Homo sapiens WJ tength 6nsertcDNAcbneZ994A08 9.5 

AW936678 gb:PM24nO0234)aO3CM04-904 DT0023 Homo sapiens cDKA 9.5 

TargslExon 9,5 

ESTs 9.4 

C1700016&gr|7294725|9b|AAF50062-1i (AE003544) CG7547 04 

AW072003 Hs,40968 heparan sulfate (glucosamine) 3-asulfotransferas© 1 9,4 

AA40CD91 Hs.39421 ESTs 9.4 

Target Exon 9.4 

AA129782 Hs.3676 Homo sapiens mRNA ful fengih insert cDttAdone EURO! a4 

AW452650 Hs. 157148 hypothetical protefriMGCI 3204 94 

AA410446 Hs.112011 ESTs, WeBkly shrilar to unknown {Haaplens] 9.4 

AO004770 Hs.4756 fiapslmcture-specHicentionuolease 1 9.4 

T65B40 Hs.11762 ESTs 9v4 

W39388 Hs.55330 Homo sapiens, done MGC:17421, mRNA, complete coa 9.4 

Target Exon 9.3 

SKY (sex datennWng region Y)-box 2 9.3 

eta variant gene 3 9,3 

Homo sapiens uNquKIn protein figase (UBE3B) mRNA, p 9.3 

Target Exon 9.3 

ESTs 9i3 

rrrab (Dtosophtta) homeo box homolog 2 03 

ESTs, Weakly stoilar to AUttJflJMAN ALU SUBFAMILY SQ S 9-3 

ESTs, Weakty slmTtarto B34087 hypothetical protein! 9.3 

KIAA0767 protein 9i3 

MS-14 protein 9L3 

ESTs 9.3 

ESTs 9.3 

gb^C5OTJ293-1402fJO,014^05 ST0293 Homo sapiens cDNA 93 

Homo sapiens, clone lMAGE:363a994, mRNA. partial eds 03 

6 protein-coupled receptor 39 9.3 

ESTs 9.3 

KIAA0751 gene product 93 

ESTs, WeaWy similar b JC5314 CDC2Bfcdc2-lfce Kinase 9.2 

gb:au54g09,y1 Schneider fetal brafri 00004 Homo saptan 9.2 

ESTs 9,2 

Homo sapiens cDNA: FU222B8 fe, clone HRC041 57 9.2. 

gb:np87b07^1 NCI_OGAP_Thy1 Homo sapiens cDNA clone a 9£ 

ESTa 9.2 

Homo sapiens cDNA FU2073B fls, clone HEP0B257 9.2 

ESTs &2 

doneHQD310PR003lOp1 02 

ne^hborcfCOX4 9.2 

matrix tneteHoproteViase 2B 9.1 

ESTs 9.1 

(RNA seferwcyatmne associated protem 9.1 

EST* 9.1 

ESTs 9.1 

syrraptonwrel complex protein 2 9.1 

ESTs r Moderately similar to SUR1_HUMAM SURFED LOCUS 9.1 

cDNA for dffferenttalV expressed COI6 gene 9.1 

hypottietteal protein MGC122SD 9,1 

HIR (hfetorte call cycle regulation defective, & cere 9.1 

fidgetin-Rte 1 g.t 

ribosomal protein LlOa 9.0 

C12D00541^ll5729aB4jrenNP^006539.1J IQF-JI mRNA-Wn 9.0 

ESTs BjO 

TajgetExon 9,0' 

AK001432 rk.153408 Homo sapiens CDNAFU10570 fls, done NT2RP20031 17 9.0 

BEQ 93589 Hs.3B178 hypolhefcal protein FU23468 9.0 

AA021163 Hs.22267 ESTs 9X 

A1734064 Hs.136212 ESTs g.0 

A1125694 Hs.149305 hypothetical protein MGC2603 9,0 

AAS14471 Hs.291800 ESTs 9.0 

AI760944 Hs.116937 ESTs 9.O 

H27408 Hjl293441 Homo sapiens SNC73 protein (SNC73) mRNA, complete cds 9.0 

AW263123 Hs.127554 ESTs 90 

AA699965 Hs.202375 ESTs 9,0 

AFD26941 Ha/17518 Homo sapiens rfgSmRMA, partial sequence a9 
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AA915991 
AA235106 

AW139261 

D31771 

AI199S10 

T97959 

AWE00529 

AA423849 

AA256253 

R92S62 

AW819629 

R54409 

AA084246 

C752S3 

AL157579 

AAU77996 

Ala79H7 

AW44S650 

AA397538 

AA632644 

A1459306 

AW15486 

A1B6S032 

AF217513 

BE30Z729 



AWJ74941 

0E4O9917 

RB0323 

HB6B59 

AJ678059 

AW449390 

A1035B64 

N95102 

XB98B7 

AA218B40 

AI470B95 



HsJ16 

Hs,179214 

Hs.17639 

Hs^32280 

Hs.69404 

Hs.267912 

Hb.16214 

Hs.95180 

Hs.79530 

Hs.120817 

Hs.35052 

He.301693 

Hs.85339 

Hs^20950 

Hb.153610 

Hs.125376 

Hs^02249 
H3.1362B0 

H62490Q 

H9J243901 

Hs.26017 

Hs.279905 

Ha.173162 

Ks231958 

rte.72545 

Hs.266935 

Hs.193668 

Hs.132909 

Hs.202676 

Hs.257150 

Hs.69517 

Hs.334858 

Hs.172350 

Hs.137516 

KsJZSZS74 



AAB05576 Hs.12326 
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420183 W92835 Hs.143408 ESTs 8.9 

421 133 AAB14971 Hs.257634 ESTs 8.9 

407605 W03512 Hs.6479 hypottieScaJ protein MGG13272 8.9 

441370 AI242433 Hs^7O085 ESTs, WeaWy similar to ALUt_HUMAN ALU SUBFAMILY J SE 6.9 

5 437966 AWB91130 Hs38173 ESTs 8.9 

426360 AW2S09B1 Hs.211296 ESTs, WeeJdy similar to 21O9260A 8 cell growth factor 8.8 

448111 AA053486 Ha.20315 foterferon-induced protein wtth tetratrtopepMe rep 8.8 

408021 AW137133 Hs_24S867 ESTb 8.6 

42922B A1553633 Hs^37139 ESTs 8.6 

10 433914 AF10B138 Ks.1 12160 Homo sapiens ON A heEcase homdog (PIF1) mRNA, parrja 8.8 

431184 AVM970116 Hs,31G616 ESTs 8.8 

425219 AF2078B1 Hs, 155 185 cytoscte ovarian carcinoma anb'gan 1 8,8 

439774 AL3SQ257 Hs313493 Homo sapiens mRNA foil length Insert cDNA dona EURO! B.8 

. ^ 432573 AA553612 Hs.324696 WAA1594 jKoteln 8.B 

15 450881 W8Q462 Hs.270S2i ESTs, Highly similar to ALU2^.rlUMAN Alii SUBFAMILY SB 5 8.8 

437835 A1146771 Hs.l5fl0D8 ESTs 8.8 

453204 R10799 Hs.191990 ESTs 8.7 

4127J9 AW018610 Hs.129911 ESTs 8.7 

408805 H69912 Hs.48269 vaccWa related kinase 1 8.7 

20 42B2B1 AA194554 Hs. 183434 ATPasa, H transporting, lysosomal (vacuolar proton pii 8.7 

422583 AA41O506 Hs>27973 K1AA0874 protein 8.7 

448148 NM-01857S Hs.20509 HBV pX associated proteln-8 8.7 

453005 AW055308 Hs.31803 ESTs, Weakly similar to N-VYASP JH sapiens] 8.7 

454132 AW131759 Hs.2482B6 ESTs 8.7 

25 425263 NM.G01197 Hs.155419 BCL&nterading kilter (apoptosis-kiduchg) 8,7 

416209 AA236776 Hs.78078 MAD2 (mitotic arrest dafciern\ yeasl, tomdoflHlte 8.7 

441S25 AW241867 Ks.1Z772B ESTs 8.7 

459539 A1279186 gbxyn24a04.x1 NCLCGAPjuS Homo sapiens cDMActone 3* 8.7 

443148 AW34357 Hs.211194 ESTs, Weakly simitar to ALU3_HUMAN ALU SUBFAMILY SX S &7 

30 424266 AI192657 H8.143B97 dysferlln, Smb girds muscular dystrophy 2B {autosom 8.7 

459435 AA32D03B gb:EST22383 Adipose tissue, white it Homo sapiens cDN 8.7 

443117 Ai248826 Hs.42029 ESTs B.B 

457434 AW626192 Hs,18B51 lyypoMcal protein FU10875 8.6 

442505 AW003775 te.198248 UDP-GatbetaGlcMAc befall gatedosyhransfoasa, p 8.6 

35 430901 AA486833 Hs.126711 ESTs, Weakly similar to 139586 reverse transcripteaa 6.6 

439223 AW238299 HsJ25061B UL16Hndtag protein 2 8.6 

417739 Z43995 gbcHSClQBl2l normafaed Want bran cDN A Homo Hapten 8.6 

415961 K109B3 Hs.155919 ESTs a6 

424042 Y10601 Hs.1 37674 ankyrm-like wtth transmembrene domains 1 8.6 

40 451035 AU0767B5 Hs430 piasSn 1 II isofarm) 8.6 

447155 AA100605 Hs.121557 ESTs, Weakly similar to DP1JJUMAN POLYPOSIS LOCUS PRO 8.6 

412668 AA45B195 Hs.10056 hypothetical protein FU14621 8,6 

458042 AW058464 Hs.6430 prcteln with rxayglutamine repeat cafchim lca2) home 8.6 

456530 A1048437 Hs.100292 Homo sapiens mRNA; cDNA DKFZp5B6E11 20 (from clone DKF &fl 

45 433345 AI6B1545 Ks.152982 hypothetical protein RJ131 17 6.5 

445006 W91903 rfe.124814 ESTs > 8.6 

453922 AF053306 Hs-367D8 budding wUnhftted by bertf mtoVsjQles 1 {yeast homoio 8.5 

455161 BE1459Q0 ^^^0206-221299-204*12 HT02Q8 Homo salens cOMA BJ5 

_ 424306 AW975531 Hs.1 54443 minlchrornosoTne maintenance deficient (S. cerevisjae} 8.6 

50 430413 AW842162 Hs.241392 small lnducltte cytoWne A5 (RANTES) 8.5 

423494 AW504365 Hs.24143 WSstott-AJdnch syndrome profeb tnteracSng protein 8.5 

416018 U49395 Hs.77607 puiinernfc receptor P2X, Tigand-g ated Ion charmeL 6 8^ 

404534 C1t00175B^12621132|reiifP_075243,1|MEGF1IRattUB 8.5 

438451 AID61972 Hs.220261 ESTs 8.5 

55 435176 AA744675 Hs.189413 ESTs 8£ 

443245 AW40955 Hs.151973 hypothetical protein FU23511 6.5 

443162 T49951 Hs.9029 DKFZP434G032 protein 8,5 

457478 T15B03 Hs^72458 protein phosphatase 3 fferrnerV 2B} P catalytfc siAuni 8.5 

^ 403839 Target Exon 8w5 

60 434932 BE613162 Hs.284135 bypottietical prateta MGC3036 &5 

420991 AW504814 Ks-121004 Homo saplBns mRNA far RJ00111 protein, partial cds 6.4 

457854 BE547674 Hs^04169 ESTs, Weakly similar to S65657 alpha-ICadronerglc re 8.4 

455994 BE179190 gb:RG0-KTO813-2tO300-O32-fO7 KTD313 Homosepfana cDNA M 

402798 Target Exon 8.4 

65 423426 AW383579 Hs. 128434 Homo sapiens EUBC-1 mRNA, partial cds 8.4 

429568 AJ088691 Hs^084H Homo aaptens mRNA; cONA DKFZp564D0472 (from ckma DKF 8.4 

404110 NM_P20245*:Hcmo sapiens hibby superfemlly protaki (T W 

424441 X14850 Ha. 147097 HMWstono family, member X B.4 

_ 433155 AL037035 Hs,1 00426 Homo gapiens cervical cancer metestasfe-sijppressor 1 (B 84 

70 414839 XS3692 Hs.77462 DNA [cytoslne^Hi^ylb^risJerasa 1 8.4 

406867 M157B57 Hs. 182265 keratin 19 B.4 

41827B A1088489 Hs.83937 hypothelical protein ' B.4' 

45B6S6 AW375333 Ha.199890 ESTs 8.4 

456248 AL035763 Hs.82425 act'n related protein 2/3 complex, subunn 5 (1 6 kD) 8,4 

75 403152 AA576664 Hs.37070 v-crk avian sarcoma virus CT10 oncogene homotog^ike a.4 

407649 BE066724 Rs.37427 aythrocyte mBmbane protein band 4.1 (elllmocytoste BA 

448387 AI874402 HS.170B10 ESTs 8.4 

433671 AW138797 Ks. 132906 19A24 protein 8.4 

425891 AHM1717 Hs.132141 ESTs a4 

80 447347 AA570056 Hs.122730 ESTs, Moderately similar to K1AA1 215 protein [Usapla B4 

439079 AF085937 Hs38348 ESTs 8.4 

458115 BE091587 gbrJL2-BT0731-24040O4)69-HQ4 ETT0731 Homo sapiens cDNA 8.4 

428144 BE269243 Hs.182625 VAMP {vaslcle-assoctated membrane proternj-aesociated a4 
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